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tggttctggc atcctggatt atcagtgatc tggattcctc attacatagc ttgatggtgc 540 

tgtcactgcc cttctgcaca gatttccaaa ttccacattt tgtctatgaa cttaatcagg 600 

tcatccgcct tgccggttct gatacctttc ttaatgacat ggcgatgtat tttgcagtag 660 

ggccactggg tggagttccc ctcgctggga tcctgtactt gtactgtaag atagttttct 720 

ccatacgtgc aatctcatca gctcagggga agtacaaggc attttccacc tgtgcatctc 780 

atctctcagt tgtctcctta ttttatggta ggagcctagg ggtgtacttt agttctgctc 840 

ctacccaaaa ctctcactca ggtgctgcag cttcagtgat gtacactgtg gtcaccccca 900 

tgctgaaccc cttcatctgc agtctgagga ataaagacat aaagagagct ctgaatcaat 960 

tcatcagggt agtgccattc ttcaggaag 989 



<210> 905 
<211> 932 
<212> DNA 

<213> Unknown (H38g755 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 905 

accacatcta tagatgataa tacagaggta aatgaattca tatgactagg actaaccaaa 60 

gccccagaac tacaggtcca cctctttgtc ttatttaact tcatctacct cttcactctg 120 

agtgggaacc tggggatgat gctgctgatc ctgctggact ctcgtctcca cacttccatg 180 

tactttttcc tcagtaacct gtctcfeggtg gacttttgct actcagaaac tgtcactcca 240 

aagatgatgg ctgggttgct gatagctcac aaggtcatct cctacaatgt atgtgctgct 300 

cagatgttct tttttgcagt ctttgctact gtggaaagtt acttcttgac ttcagtggcc 360 

tatgattgct acagagtaat gtgtaaaccc ctacattaca ccaccaccat gacaacaaat 420 

gtgtgtgctt ctctggccat acatgcatgt cttaggttta ctgactgctg ctgttgacat 480 

tggagacatt ttatgtccaa tgagatccat cactttttct gtgatattct ggcagtcatg 540 

actctgactt gctctaataa acatattaat gagttgatcc ttgttcctac ttcaagctat 600 

attttttacc ctcctagtta tcttgatttc ctgcttgttt gtatttgtat ttgtcaccat 660 

tttaaagatg ctctctttaa gtatacaaga aggttttatc tacctatggt tctcacctca 720 

ctgcagttcc tttattttat gagactgtcc tcatcacata tgtgcagcca agttctatca 780 

tttcatgaac acagaaaaaa ttgtatctgt gtttcatatt atggttatcc ccatgctaat 840 

ccctgtggtt tatagcctga gaaacaacga ggtcaagagt gcattcaaga ctgtttgttg 900 

aggaaacaaa atattttctg ggtttagtct tt 932 



<210> 906 
<211> 945 
<212> DNA 

<213> Unknown (H38g756 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 906 

atggggggct ttgggactaa catctcaagt actaccagct tcactctaac aggcttccct 60 

gagatgaagg gtctggagca ctggctggct gcccttctgc tgctgctttg tgctatttcc 120 

ttcctgggca acatcctcat cctctttatc ataaaggaag agcagagctt gcaccagcca 180 

atgtactact tcctgtctct tttttctgtt aatgacctgg gtgtgtcctt ttctacattg 240 

cccactgtac tggctgctgt gtgttttcat gccccagaga caacttttga tgcctgcctg 300 

gcccagacgt tcttcatcca cttttcctcc tggacagagt ttggcatcct actggccatg 360 

agttttgacc actatgtggc catctgtaac ccgctgcgct atgccacagt gctcactgat 420 

gtccgtgtgg cccacaatgg catatccatt gtcatccgca gcttctgcat ggtattccca 480 

cttcccttcc tcctgaagag actgcctttc tgtaaggcca gtgtggtact ggcccattcc 540 

tactgtctgc atgcagacct gattcggctg ccctgtggag acactaccat caacagcatg 600 

tatggcctgt tcattgtcat ctctgccttt ggtgtagatt cactgctcat cctcctctcc 660 

tatgtgctca ttctacattc tgtgctgcca ttgcctccag gggtgagagg cttaagacac 720 

tcgaacacat gtgtgtcaca tatctatgca gtgctgatct tctatgtgcc tatggttagt 780 

gtgtccatgg ttcatcgatt tgggaggcat gctcctgaat atgtgcacaa gttcatgtct 840 

ctttgtacct gccaatgctc taccgcaatt atctattcca tcaagactaa ggagattcgc 900 

aggagactac acaagatgtt attgggagct aagttctgat cgaag 945 
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<210> 907 
<211> 989 
<212> DNA 

<213> Unknown (H38g757 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 907 

atggaaccag agaatgatac acgaatttca gaatttcgac ttctgggatt ttcagaagaa 60 

cccagactgc aacgatttcg atttctcttt ggagtgttct tatccatgta cctcatcatt 120 

gtatttggaa acttgcttat catcctggtt atcattttat gctcccacct ccacacctcc 180 

atgtacttct ttctctccaa cctgtccttt gtagacatct gttttgcctc caccagggtc 240 

ccaaagatgc tggtgaatat ccaggcacag agcaaagtca tcacctctgc aggctgcatc 300 

acccagatgt actttttcat acattttgta ggattggaca gcttcctcct gactgtgatg 360 

gcctatgacc ggtttgtggc catctgtcac cccctgtact acacggtcat catgaaccct 420 

caactctgtg gattgcttgt tctggtatcc tggatcacaa gtgtcttgca ttccttatta 480 

catagcttaa tggtgctgca gttgtcctta tgcagagagt tggaaatccc ccactttttc 540 

tgtgaactta atcaggtcat ccaccttgcc tgttctgaca cctttcttaa tgacatggtg 600 

atgtatctgg cagctgtgct gctgggtggg gggatgtctc gctgggatcc tttactctta 660 

ctctaagaca gtttcctcca tatgtgcaat ctcatcagct caagggaagt ataaggcatt 720 

ttccacctgt ccatctcacc tctcagttgt ctccttgttt tactgtacaa gcctaggagt 780 

gtaccttagc tcggctgcat cccacaactc acactcaggt gcaatagcct cagtgatgta 840 

cactgtggtc acccccatgc tgaacccctt catctacagc ctgaggaata aggacataaa 900 

gagggctctg aagaattctt tgggagggaa actagaaaag ggccagttgt cctagggctg 960 

aagctatatc catgattgca aggctcaaa 989 



<210> 908 
<211> 960 
<212> DNA 

<213> Unknown (H38g758 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 908 

atggaaagag gaaaccaaac agaagttgga aactttctcc tcctgggatt cgcagaggac 60 

tctgacatgc agcttctcct ccatgggctg ttcctctcca tgtacctggt taccatcatc 120 

ggaaacctgc tcatcatcct gaccatcagt tcagactccc acctccacac ccccatgtac 180 

ttcttcctct ccaacctgtc ctttgctgac atctgtttca catccacgac tgtcccaaag 240 

atgctggtga atatccaaac acaaagcaaa atgatcactt ttgcaggctg cctcactcag 300 

atattttttt tcattgcatt tggatgcctg gacaatttgc tcctgaccat gacggcctat 360 

gaccgcttcg tggccatctg ttaccccctg cactacacgg tcatcatgaa cccccggctc 420 

tgtggactgc tggttctggg gtcctggtgc atcagtgtca tgggttcctt gcttgagacc 480 

ttgaccattt tgaggctgtc ctcctgcaca aatatggaaa ttccgcactt tttttgtgat 540 

ccttccgaag tcctgaagct ggcctgttct gacaccttca tcaataacat cgtgatgtgt 600 

tttgtgacca ttgtcctggg tgtttttcct ctctgtggaa tcctattctc ttattctcag 660 

attttctcct ccgtcctaag agtatcatct gccagaggcc agcacaaagc ctttaccacc 720 

tgtggttccc acctctcagt ggtcagcttg ttctatggca ctggccttgg ggtctatctc 780 

agttctgcag ttacaccacc ttctaggaca agtctggcag cctcggtgat gcacaccatg 840 

gtcaccccca tgctgaaccc cttcatctac agcctgagga acaaggacat gaaggggtca 900 

ctggggagac tcctcctcag ggcaacgtct ctcaaagagg ggaccattgc taagctctca 960 



<210> 909 
<211> 981 
<212> DNA 

<213> Unknown (H38g759 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 909 

tatacagacc cacagaatct aacagatgtc tttatattcc tcctcctaga actctcagag 60 

gatccagcac tgcagctggt cgtcactggg ctgtgcctgt gtgcctggtc acggtgctgt 120 

ggaacctgct cagcatcctg gccgtcagcc ctgactccca cctccacacc cccatgcact 180 

tcttcctctg caacctgtcc ttgcctgaca tcggtttcac ctccaccacg gtccccaaga 240 

tgatcgtgga catccaatct cacagcagag tcatctccta tgcaggctgc ctgactcaga 300 

tgtctctctc tgccattttt ggaggcatgg aagagagaca tgctcctgag tgtgatggcc 360 

tatgaccagt ttgtagccat ctgtcaccct ctgtatcatt cagccatcat gaacccgtgt 420 

ttctgtggct tcctggtttt gttgtctttt tttttctcag tcttttagac tcccagctgc 480 

aaaacttgat cgccttacaa atcacctgct tcaaggatgt ggaaattcct aatttcttct 540 

gtgacccttc tcaactcccc catcttgcat gttgtgacac cttcaccaat aacattatca 600 

tgtatttccc tgctgccata tttggttttc ttcccatctc ggggaccctt ttctcttact 660 

ataaaattgt ttcctccatt ctgagggttt catcatcagg tgggagctat aaagccttcg 720 

ccacctgtgg atctcacctg tcagttgttt gctgatttta tggaacaggc gttggagggt 780 

acctcagttc agatgtgtcg tcttccctga gaaagcgtgc agtggcctca gtgatgtaca 840 

cagtggtcac ccccatgctg aatcccttga tctacagcct gagaaacagg gatattaaag 900 

gtgtcctgtg gcagccgtgc agccgcacgg cagcacagtc tcatctcaat atcttatctg 960 

ttccattcct tttgcaggat g 981 



<210> 910 
<211> 628 
<212> DNA 

<213> Unknown (H38g760 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 910 

tcagtgaagt acttgaatga aagtttccca gaggatttca ttctcatggg ctttgtcaaa 60 

tatccatggc tggattttct tctcttctgt gtcctcttga ccttctacat gttcacattg 120 

ttgggaaata gtgctattat tctggtctct caactagatt cccaacttca tagtcctatg 180 

tatttccttc tcaccagtct ttccgtctta tatctctgtt tcaccaccac aacagtacct 240 

caaatgctgt tcaatttagg gggcccaaca agaacatcac ttaaataggc tgtatggccc 300 

aggcctatgt atttcactgg ctagcctgta ttgaatgtgt ccttcttggc atcgtggcct 360 

tagactgcta tgtggctgtc tgtaagcctc caaggtacac tataatcata gaccataagg 420 

tctgcctgca cctgtccagc actgcttggc taattggtct ggccaattca ctgctgcagt 480 

caacaatcac aattcagttg cccctgtaga ggtgtatagc tcagatcttc ctttagttag 540 

agtctgtcac ctaacagtct ctaactgtaa caacctttga gatctgctac agcattctat 600 

ctgaggccaa cttcatgctg gggagctc 628 



<210> 911 
<211> 945 
<212> DNA 

<213> Unknown (H38g761 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 911 

atggaaccag aaaagcaaac cgaaatctca gaattcttcc tccagggact ctcagaaaag 60 

ccagagcatc agaccctcct cttcacaatg ttcctctcca catacctggt caccatcatt 120 

ggaaatgccc tcattatcct ggccatcatc acggactctc acctccacac acccatgtac 180 

ttctttctct tcaacctctc actcgttgac accctattat cctccaccac cgtccccaag 240 

atgctagcga acatccaggc tcagagcaga gccatcccct ttgtgggctg cctcacccag 300 

atgtatgcct tccacctgtt cgggaccatg gacagctttc tcctggcagt aatggccatc 360 

gaccgcttcg tggccattgt ccacccacag cgttacttgg ttctcatgtg ctcccctgtc 420 

tgtgggctgc tgctgggagc atcatggatg atcaccaacc tccagtctct catacacacc 480 

tgcctcatgg ctcaactgac cttctgcgcc ggctctgaaa tctcccactt cttctgtgac 540 

ctcatgcccc tgctgaagct ctccggctca gacacgcaca ccaacgagct ggtgatcttt 600 

gcttttggca ttgtcgtggg caccagccca ttctcctgca tccttctctc gtacatccgc 660 
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attttctgga 
tgtggcttac 
cagcccacat 
ttcatcccca 
ctggggaagc 



cagtctttaa 
acctcactgt 
cccccagctc 
tgctcaaccc 
tcatcggcaa 



gatcccttct 
ggtgtcactg 
ctcccagaag 
ctttatctac 
agtggccgtc 



actcggggca agtggaaagc cttctccacc 720 

tcctatggga ccatctttgc tgtgtactta 780 

gacaaggcag ccgccctaat gtgtggggtg 840 

agcatacgga acaaggatat gaaggcagcc 900 

ccctgtccta ggcca 945 



<210> 912 
<211> 949 
<212> DNA 

<213> Unknown (H38g762 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 912 

atggctccga 

acagacgccc 

agcaacctga 

tacttcttgg 

ctgctggccg 

atgtacttct 

gaccgcgcga 

tgcgcctcgc 

ctgctcctct 

atgacggtga 

tccgagggcc 

catcctggtc 

cccacctagt 

cgccgtcgtc 

tcacgccgac 

tgaaaagggg 



ccaacctcac 
acccgctgct 
gcatggtggc 
gtcacctgag 
gcctgctcca 
tcgtggctct 
cggcggcgtg 
tggtgcgtgc 
ccgcgctctc 
tgctgagctt 
tggccgtggt 
gcggtgctcg 
ggcggtggcg 
tgcctactca 
cttgaaccct 
gctcagatgg 



atctgccccc 
gttcctgctc 
gctggtgaga 
cctcgtggac 
cccgggccag 
gggcatcacc 
ccggcccctg 
gtcgtgggcc 
ctacccctac 
ggcgacctcg 
gttggccccg 
gcttgccgcg 
gtggcgcttt 
gcccgctacg 
ttcatcaaca 
agggctgcac 



gtgttcctcc 
tgccttggca 
tccgacgggg 
gtctgcttta 
gccatatcct 
gagagctacc 
cgctacggcg 
gtgacgcacc 
cccacccccg 
gacacgtccg 
ctgctcctcg 
gccggcgccg 
tctttggctc 
accgcctggc 
gccttcgcaa 
cccaagaggc 



tcctcggcct 
tctatctgct 
ccctccgctc 
ccaccgtcac 
tccaggcgtg 
tcctggcggc 
cgctggtgac 
tgcactcgct 
tgcgcccctt 
ccgcggagac 
tgttcctttt 
cgccttctcc 
tgtcctctcc 
cagcgtggtc 
caaagaggtc 
gtgagggca 



ggtggacgga 
caacgccctg 
ccccatgtat 
ggtccccagg 
ctttgccgag 
catgtcctac 
gccatgggcg 
gctgcacacg 
cttttgcgac 
ggccatcttc 
cctacgcgcg 
tactgcgggg 
gtgtatttcc 
tacgctgtca 
aagggcgccc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
949 



<210> 913 
<211> 936 
<212> DNA 

<213> Unknown (H38g763 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 913 

atggatggag 

tgggagatcc 

ggaaacatcc 

tttctactgg 

atgatttatg 

atcttcttca 

gacagatatg 

tgcctttcat 

gcatttcttg 

cttcctcggc 

gttaacagtg 

atcctgttta 

tcagctcaca 

ccacacccta 

tttctgaatc 

gtatgcaaac 



agaatcactc 
agctcctcct 
tcattgtgtt 
ccagtctctc 
acctgttcag 
tccacgtcat 
tggccctatg 
ttctggctgt 
ttaatttagc 
ttctcagact 
ggtttatctg 
ctgtttggaa 
gcacagtggt 
attcacagat 
cagttgtcta 
agctagtgat 



agtggtatct 
cctagtgttt 
ttctgtgacc 
cttcattgac 
aaagcgcaaa 
tggtggtgtg 
taagcccctc 
tgcctggacc 
cttctgtggc 
agcctgtacc 
tgtgggtact 
acattcctca 
ccttttgttc 
ggacaagttt 
tacattcagg 
ttacaagagg 



gagtttttgt 
tcctctgtgc 
actgaccctc 
ttaggagcct 
gtcatctcct 
gagatggtgc 
cactatctga 
cttggtgtca 
cctaatgtgt 
gacacctaca 
ttcttcatac 
ggtggttcat 
tttggtccac 
ctggctattt 
aataaggaga 
atctca 



ttctgggact 
tctatgtggc 
acttacactc 
gctctgtcac 
ttggaggctg 
tgctcatagc 
ccattatgag 
gtcactccct 
tggacagctt 
gattgcagtt 
ttctaatctc 
ccaaggccct 
ccatgtttgt 
ttgatgcagt 
tgaaggcagc 



cactcattca 
aagcattact 
ccccatgtac 
ttctcccaag 
catcgctcaa 
catggccttt 
cccaagaatg 
gttccaactg 
ctactgtgac 
catggtcact 
ctacgtcttc 
ttccactctt 
gtatacacgg 
tctcactcct 
aataaagaga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
936 



<210> 914 
<211> 954 
<212> DNA 
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<213> Unknown (H38g764 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 914 

atgtggcaga agaatcagac ctctctggca gacttcatcc ttgaggggct cttcgatgac 60 

tcccttaccc accttttcct tttctccttg accatggtgg tcttccttat tgcggtgagt 120 

ggcaacaccc tcaccattct cctcatctgc attgatcccc agcttcatac accaatgtat 180 

ttcctgctca gccagctctc cctcatggat ctgatgcatg tctccacaac catcctgaag 240 

atggctacca actacctatc tggcaagaaa tctatctcct ttgtgggctg tgcaacccag 300 

cacttcctct atttgtgtct aggtggtgct gaatgttttc tcttagctgt catgtcctat 3 60 

gaccgctatg ttgccatctg tcatccactg cgctatgctg tgctcatgaa caagaaggtg 420 

ggactgatga tggctgtcat gtcatggttg ggggcatccg tgaactccct aattcacatg 480 

gcgatcttga tgcacttccc tttctgtggg cctcggaaag tctaccactt ctactgtgag 540 

ttcccagctg ttgtgaagtt ggtatgtggc gacatcactg tgtatgagac cacagtgtac 600 

atcagcagca ttctcctcct cctccccatc ttcctgattt ctacatccta tgtcttcatc 660 

cttcaaagtg tcattcagat gcgctcatct gggagcaaga gaaatgcctt tgccacttgt 720 

ggctcccacc tcacggtggt ttctctttgg tttggtgcct gcatcttctc ctacatgaga 780 

cccaggtccc agtgcactct attgcagaac aaagttggtt ctgtgttcta cagcatcatt 840 

acgcccacat tgaattctct gatttatact ctccggaata aagatgtagc taaggctctg 900 

agaagagtgc tgaggagaga tgttatcacc cagtgcattc aacgactgca attg 954 



<210> 915 
<211> 309 
<212> DNA 

<213> Unknown (H38g765 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1)...(309) 
<223> n = A,T,C or G 



<400> 915 

acgctgtgcg ccacagcctn gctggnccac ttcatctgtg agctgccggc gttgctcaag 60 

ctggcccgcg gagcatcgga gacactaccg agaaccagat gttcgccgcc cgcgtggtca 120 

tcctgctgct gccgtttgcc gtcatcctgg cctcctacgg tgccgtggcc gagctgtctg 180 

ttgtatgcgg ttcagcggag gccggagagg gcggtgggca cgtgtgggtc ccactgacag 240 

ccgtctgcct gttctacggc tcggcatcta cacctacctg cagcccgcgc agctaacaac 3 00 

caggcacgg 3 09 



<210> 916 
<211> 313 
<212> DNA 

<213> Unknown (H38g766 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . ; (313) 
<223> n = A,T,C or G 



<400> 916 

attcatgccc tctcagccat tgaatccacc atcctgctgg ccatggcctt tnaccgttat 60 

gtggccatct gccacccact gcgccatgct gcagtgctca acaatacagt aacagcccag 120 

attggcatcg tggctgtggt ccgcggatcc ctcttttttt tcccactgcc tctgctgatc 180 

aagcggctgg ccttctgcca ctccaatgtc ctctcgcact cctattgtgt ccaccaggat 240 

gtaatgaagt tggcctatgc aagacanttt gcccaatgtg gtatatggtc ttaactgncc 300 
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attttggttg gtc 



313 



<210> 917 
<211> 960 
<212> DNA 

<213> Unknown (H38g767 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 917 

atggaaacag 

tcagagattc 

gggaacctgc 

ttcttcctct 

atgttactga 

attttttttt 

gaccgcttcg 

tgtggactgc 

ttgactgttt 

ctacttgaag 

tttgcaactg 

attgttttct 

tgtggttccc 

agttctgcag 

gtcaccccca 

ctggggagac 



gaaatcaaac 
agttcattct 
tcatcatcct 
ccaacctgtc 
atatactgac 
tcacttcatt 
tggccgtctg 
tggttctggg 
tgaggctgtc 
tcctgaagct 
gcgtcctggg 
ctatactgag 
acctctcagt 
ccacaccatc 
tgctgaaccc 
tcctcagtag 



acatgcccaa 
ctttgggctg 
ggccatatgc 
ttttgctgac 
acagaacaaa 
tggatgcctg 
tcaccccctg 
gtcctggtgc 
cttctgcacc 
cgcctgttct 
tgtgatttcc 
gatttcctca 
ggtcaccttg 
ttctaggaca 
cttcatctac 
ggcaacattt 



gaatttctcc 
ttcctctcca 
tcagactccc 
ctctgtttta 
ttcataacat 
gacaatttac 
cactatacgg 
atcagtgtca 
aaaatggaaa 
gacaccttca 
ttcactggaa 
gctgggagaa 
ttctatggca 
agtctggtgg 
agcctgagga 
tttaatggtg 



tcctgggatt 
tgtacctagt 
acctccacac 
cctccacgac 
atgcaggctg 
tcttgaccgt 
tcatcatgaa 
tgggttccct 
ttccacactt 
ttaataacgt 
tatttttctc 
agcacaaagc 
cgggctttgg 
cctcagtgat 
acacggacat 
acatcactgc 



ttcagcaacg 
cactttcacc 
ccccatgtac 
tgtcccaaag 
tctcagtcag 
gatggcctat 
cccccagctc 
gctcgagacc 
tttttgtgat 
ggtgatatac 
ttactataaa 
gttttccacc 
ggtctatctc 
gtacaccatg 
gaagagggcc 
aggactttca 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 



<210> 918 
<211> 937 
<212> DNA 

<213> Unknown (H38g768 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 918 

atgggggaca 

gagatggaag 

aatggcatga 

ttcctgtcac 

ctggaaaacc 

ggctttgtat 

cagatttgtg 

cacagtactg 

tctccttcta 

tctgtctgtc 

tggtggtgtg 

cctcttggcc 

ctcctcccac 

cccagacaac 

caacccattg 

atacagagca 



accaatcacg 
tgctcctctt 
tcttggggct 
acttggccgt 
tagtgaaaca 
ttgacttttg 
gcgatctgcc 
gctattactt 
aggctgccct 
ctcaaactgg 
tttgtcttag 
atcctgaaga 
ctctgtgtgg 
agtcaacgac 
ctgaaccccc 
ctgcagaaaa 



ggtcacagaa 
ctggatcttc 
catctgtctg 
cattgacata 
caaaaaaaac 
ctgctgcagt 
atcccctgca 
cctgggcatg 
tctgtgggcc 
cctgtgcaga 
tcgggcccct 
tccagtcaaa 
ttgggcttta 
agaagcagca 
tcatctacag 
agaggaccat 



ttcatcctgg 
tccctgttat 
gatcccagac 
tactatgctt 
tatctcgttc 
gtgcatgatt 
ttacactgtc 
tggattttcc 
ccaggaggtg 
cacctggatt 
ttccttgatg 
ggagggccgc 
ctttggcatg 
gaaaattctc 
cctgcggaat 
gtgaatg 



ttggattcca 
atctcttcag 
tgcgcacccc 
ccagcaattt 
atctcttgca 
ttggtggtga 
atcatgaact 
ctggccctca 
aaccacttct 
aatgaaattt 
ctgatctcct 
aaaaaagcct 
gccatggtgg 
accctgtttt 
gctcaagtga 



gctcagtgtg 
cctgctggca 
catgtacttc 
gctcaacatg 
ttatgcagat 
tgtcctatga 
ggagagtgtg 
taaatctaat 
tcggtgaaat 
ttgtctttgc 
acatgcgcat 
tttccacctg 
tttacctggt 
acagcctttt 
agggtgcctt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
937 



<210> 919 
<211> 957 
<212> DNA 

<213> Unknown (H3 8g769 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 919 

atggaaccag gaaatgatac acaaatttca gaatttcttc ttctgggatt ttcacaagaa 60 

cctggactgc aacccttcct ctttgggctg ttcctgtcca tgtacctggt cactgtgctc 120 

gggaacctgc tcatcatcct ggccacaatc tcagactccc acctccacac ccccatgtac 180 

ttcttcctct ccaacctgtc ctttgctgac atttgtgtta cttccaccac cattccaaaa 240 

atgctgatga acatccagac acagaacaaa gtcatcacct acatagcctg cctcatgcag 300 

atgtattttt tcatactctt tgctggattt gaaaacttcc tcctgtccgt gatggcctat 360 

gaccggtttg tggccatctg tcaccccctg cactacatgg tcattatgaa ccctcacctc 420 

tgtggactgc tggttctagc atcctggacc atgagtgctc tgtattcctt gctacaaatc 480 

ttaatggtag tacggctgtc cttctgcaca gccttagaaa tcccccactt tttctgtgaa 540 

cttaatcagg tcatccaact tgcttgttct gatagctttc ttaatcacat ggtgatatat 600 

tttacagttg cgctgctggg tggaggtccc ctgactggga tcctttactc ttactctaag 660 

ataatttctt ccatacatgc aatctcatca gctcagggga agtacaaggc attttccacc 720 

tgtgcatctc acctctcagt tgtctcctta ttttatggtg caatcctagg ggtgtacctt 780 

agttctgctg ccacccgcaa ctcacactca agtgcaacag cctcagtgat gtacactgtg 840 

gtcaccccca tgctgaaccc ctttatctat agtctgagga ataaagacat aaagagggct 900 

ctgggaatac atttgttgtg gggaacaatg aaagggcaat ttttcaagaa gtgccca 957 

<210> 920 
<211> 222 
<212> DNA 

<213> Unknown (H38g770 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 920 

ggagacacta cagagaacca gatgttcgcc gcccgcgtgg tcatcctgct gctgccgtat 60 

gacgtcatac tggcctccta aggtgccgtg gcccgagctg tctgttgcat gcggttcagc 120 

ggaggaccga ggagggcgct gggcacgtgt gggtcccacc cgacagccgt ctggctgttc 180 

taaggctcgg gcaaataaac ctatctgcaa gccgcgcagc ta 222 

<210> 921 
<211> 927 
<212> DNA 

<213> Unknown (H38g771 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 921 

atgaaatcat ggaacaatac aataatttta gaatttcttc tcctgggaat ttcagaggaa 60 

ccagaattgc aggccttcct ctttgggctg ttcctgtcca tgtacctggt cactgtgctc 120 

gggaacctgc tcatcatcct ggccacaatc tcagactccc acctccacac ccccatgtac 180 

ttcttcctct ccaacctgtc cttcgtaggc atctgttttg tctctaccac tgtcccgaag 240 

atgctggtga acatccagac acacaacaaa gtcatcacct atgcaggctg catcacccag 300 

atgtgctttt tcttactctt tgtaggattg gataacttcc ttctgaccgt gatggcctat 360 

gaccggtttg tggccatctg tcaccctctg cactacatgg tcattatgaa ccctcaactc 42 0 

tgtggactgc tggttctggc atcctggatc atgagtgttc tgaattccat gttacaaagc 480 

ttaatggtgt tgccactgcc cttttgtaca cacatggaaa tccctcattt tttctgtgaa 540 

attaatcagg tggtccacct tgcctgttct gacacctttc ttaatgacat agtgatgtat 600 

ttcgcagtag cgctgctggg cggtggtccc ctcactggga tcctgtactc ttactctaag 660 

atagtttcct ccatacgtgc aatctcatca gctcagggga agtataaggc attttccacc 720 

tgtgcatctc acctctcagt tgtctcctta ttttatggta catgcttagg ggtgtacctt 780 

agttctgctg ccacccacaa ttcacacaca ggtgctgcag cctcagtgat gtacactgtg 840 

gtcaccccca tgctgaaccc cttcatctac agtctgagga ataaacacat aaagggtgct 900 

atgaaaacat tcttcagagg aaagcaa 927 

<210> 922 
<211> 246 
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<212> DNA 

<213> Unknown (H38g772 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 922 

atggtcacag agttcctccc actgggattt ctcctgggcc caaggattca gatgctcctc 60 
cttgggctct tctccctgtt ctatgtcttc accccgctgg ggaatgggac catcccgggg 120 
ctcatctcac tggactccag actccacacc cccatgtact tcttcctctc acacctggcc 180 
gtcgtcaaca tcgcctatgc ctgcaacaca gtgccccaga tgctggtgaa cctcctgcat 240 
ccagcc 246 

<210> 923 
<211> 648 
<212> DNA 

<213> Unknown (H38g773 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 923 

ctcatggacc tcaagctcat ctgcaccacc gtacccaaga tggccttcaa ctacctgtct 60 
ggcagcaagt ccatttctat ggctggttgt gtcacacaaa ttttcttcta tatatcactg 120 
tctggctctg aatgttttct tttggctgtt atggcttatg accgctatat tgctatttgc 180 
caccctctaa gatataccaa tctcatgaat cctaaaattt gtggacttat ggctaccttc 240 
tcctggatcc tgggctctac agatggaatc attgatgctg tagccacatt ttccttctcc 300 
ttttgtgggt ctcgggaaat agcccacttc ttctgtgaat tcccttccct actaatcctc 360 
tcatgcaatg acacatcaat atttgaagag gttattttca tctgctgtat agtaatgctt 420 
gttttccctg ttgcaatcat cattgcttcc tatgctcgag ttattctggc tgtcattcac 480 
atgggatctg gagagggtcg ttgcaaagct ttcacgacct gttcctctca cctcatggtg 540 
gtgggaatgt actatggagc agctttgttc atgtacatac ggcccacatc tgatcactcc 600 
ccaacgcagg acaagatggt gtctgtattc tacaccatcc tcactccc 648 

<210> 924 
<211> 916 
<212> DNA 

<213> Unknown (H3 8g774 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 924 

atgaaaccag ggaatgatac acgaatttca gaatttcttc ttctaggact ttcagcagaa 60 

ccagaattgc agcccttctt ctttgggctg ttcctgtcca tgtacctggt caccgtgctc 120 

gggaacctgc—tcatcatcct ggccacaat-c tcagactccc acctccacac ccccatgtac 180 

ttcttcctct ccaacctgtc ctttgcagat atcagttttg tgtctaccac tgtcccgaag 240 

atgctggtga atatccagac gcagagcaga gtcatcacct atgcaggctg catcacccag 300 

atgtgctttt tcctactatt tgcagtgttg gacagccttc tcctagctgt gatggcctat 360 

gatcggtttg tggccatctg tcatcctctg tactacacaa tcatcatgaa ccctcagttc 420 

tatagactgg attcttagtg tcctgaattc tctgttacaa agcttaatgg tgttgccact 480 

gcccttctat acagacatag caatccccca ctttttctgt gaacttaatc agataatctg 540 

cattgcctgt tctgacacct ttcttaatga catcatgata tattgtgcaa ctgtgctgct 600 

gggcggtggt cccctcactg gaatccttta ctcttactct aagatagttt cctccatacg 660 

tgcaatctca tcagctcagg ggaagtacaa ggcattttcc acctgtgcat ctcacctctc 720 

agttgtctcc ttgttttatg gtacaagcct aggaatgtac cttagttctg ctgcaaccca 780 

caactcaccc tcaagtgcaa cagcctcagt gatgtacact gtggtcaccc ccatgctgaa 840 

cccctttatc tacagtctga ggaataaaga cctaaaggat gctctgaaac gcttcttcag 900 

aaggaagcaa taaaag 916 

<210> 925 
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<211> 360 
<212> DNA 

<213> Unknown (H38g775 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 925 

ttttccctct 

atgctggtga 

acctttctgt 

gatttgtacg 

tgcatcaccc 

gtgttacttc 



cacacctggc 
acctcctgca 
tttccacttt 
tggccatctg 
tcgcggtgac 
tacctttacc 



ggttgttgac 
tccagccaag 
tgctgtcaca 
ccacccctcc 
ttcctggacc 
cttctgtagg 



attgcctacg 
cccatctcct 
gaatgtttcc 
cgatatttgg 
actggagtcc 
ccccagaaaa 



cctgcaacac 
ttgcgggccg 
tcctggtggt 
ccatcatgac 
ttttatcctt 
tttatcactt 



ggtgccccgg 
catgatgcag 
gaagtccaat 
ctggagagtc 
gattcatctt 
tttttgtgaa 



60 
120 
180 
240 
300 
360 



<210> 926 
<211> 643 
<212> DNA 

<213> Unknown (H3 8g776 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 926. 

ttgcctgaca 

acagcagagt 

gaggcatgga 

tgtcaccctc 

ctgtcttttt 

cttcaagaat 

atgttgtgac 

tcttcccatc 

ttcatcatca 

ttcctgattt 

gagaaagact 



tcggtttcac 
catctcctat 
agagagacat 
tatatcattc 
tttctttctt 
gtgggaattc 
accttcacca 
tcggggaccc 
ggtgggaagt 
tatggaacag 
gcagtggcct 



ctccaccacg 
gcaggctgcc 
gctcccgagt 
agccatcatg 
tttctcagct 
ctaatttcct 
atcacataat 
ttttctctta 
ataaagcctt 
gcgttggagg 
cagtgatgta 



gtccccaaga 
tgactcagat 
gtgatggcct 
aacccgtgtt 
gcacaacttg 
ctgtgaccct 
catgtatttc 
ccatgtaatt 
ctccacctat 
gtacctcagt 
cgcagtggtc 



tgattgtgga 
gtctctcttt 
atgaccggtt 
tctgtggctt 
attgccttac 
tctcaactcc 
cccgctgcca 
gtttcctcca 
gggtctcacc 
tcagatgtgt 



atccaatctc 
gccatttttg 
tgtagccatc 
cctagttttg 
aaatgacctg 
cccatctcac 
tatttggctt 
ttctgagggt 
tgtcagatgt 
catcttcccc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
643 



<210> 927 
<211> 498 
<212> DNA 

<213> Unknown (H3 8g777 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 927 

gtgaaaaatc 

atacacatgc 

gggaccatcc 

ctataacacc 

gtgaacctcc 

ctctttttga 

tacgtggcca 

atctctgcca 

atactaagac 



agacaatggt 
tcctctttgg 
tggggctcat 
tgtccgtcgt 
tgcattcagc 
gatttgcaca 
tcttgacacc 
tcactttcat 
tgcctttt 



cacagagttc 
gctcttctac 
ttcactggac 
caacatcgcc 
caagcccatt 
tactgaatgc 
tctccgatat 
gtacatgtgg 



cttctattgg 
ctgttctatg 
tccatactcc 
tatgcctgca 
tactttgctg 
ctcctgttgg 
atcatcatta 
ttcctttctg 



gatttttcct 
tcttcaccct 
acacccccat 
acacagtgcc 
gctgcatgac 
tgctgatgtc 
tgacctgtaa 
tcttggtcca 



gagcccaagg 
gctggggaat 
gtacttcttc 
ccagatgctg 
atataccttt 
ctacgattgg 
agtcttcatc 
tgtaagcctc 



60 
120 
180 
240 
300 
360 
420 
480 
498 



<210> 928 
<211> 276 
<212> DNA 

<213> Unknown (H38g778 nucleotide) 



<220> 
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<223> Synthetic construct 
<400> 928 

caaatgagct tgtttgtaat ctttgcctct ggctgaatgc aatttgttta aactcgcact 60 

ggcctataga cccctgttac tgccatctgt gcacccaccc gttctaccac attgaccatg 120 

tctaagaggc cattatcttt ttcttggtag caggatgcta ccttggtggg ttagttaaga 180 

tggtcactgt gacaacttcc atcacacaac tatcgctttg tcaaccatgt gtccacctgc 240 

cttctctgtg acattccctc attttgtagc tattcg 276 

<210> 929 
<211> 645 
<212> DNA 

<213> Unknown <H38g779 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 929 

ttctctgatc tctgcttttc ctctgtcaca atacctaaat tgcttcagaa catgcagagc 60 
caagtaccaa cgatatccta tgcagattgc ctgacacagc tgtacttctt tatggttttt 120 
ggagatatgg agagcttcct tcttgtggtc atggcctatg accgctatgt ggccatctgc 180 
tttcctttgc attataccag catcatgagc accaaatttt gtgctttact agtgctacta 240 
ctgtggatgc tgacaatatc ccatgccctg ctgcataccc tactcatggc tagattgtct 300 
ttttgtgaga agaatgtcat tcttcacttt ttctgtgata tttctgctct tctgaagttg 360 
tcctgctcag acacttatgt taatgagttg atgatattta tcatgggagg gatcatcagt 420 
attattccat ttctactcat tgttatgtct tatgtaagga tttttttctc cattctcaag 480 
gttccatctt ctcaggacat ccacaaggtc ttctctacct gtggttccca tctgtctgtg 540 
gtgaccttgt tttatgggac aattattggt ctctacttat gtccatcagg caataattct 600 
actgtgaatg agatttccat ggccatgatg tacacagtgg tggct 645 

<210> 930 
<211> 657 
<212> DNA 

<213> Unknown (H38g780 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 930 

agcaacctat ccttcactga cctctaattt tcctctgtca caatgcccaa gttgctgcag 60 
aacatgcaga gccaagttcc ttcaatcccc tatgcaggct gcctgacaca aatgtacttc 120 
cttttgtttt ttggagatct tgagagcttc ctccttgtgg ccatggccta tgaccgctat 180 
gtagccatct gcttccctct tcattacacc agcatcatga gccccaggct ctgtgtgagt 240 
cttgtgctgc tgtcctggtt gctgaccatg tcccattcca tgctgcacac tttgctctta 300 
actaggttgt ctttctgtga aaacaatgtg atcccccatt ttttctgtga tctgtctgcc 360 
ctgctgaagc tggcctgctc tgatattcac attaatgaat tggtgatatt gatcatagga 420 
gggcttgttg ttatacttcc atttctactc atcacagtgt cttatgcacg catcatctcc 480 
tccattctca aggtcccttc aactcaaggc atccacaagg tcttctccac ttgtggttct 540 
cacctgtctg tggtgtcact gttctatggg acaattattg gcctctactt atgtccatct 600 
gctaataact ctactctaaa ggacactgtc atgtctatga tgtacaccgt ggtaact 657 

<210> 931 
<211> 942 
<212> DNA 

<213> Unknown (H38g781 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 931 

atggagaaca acacagaggt gactgaattc atccttgtgg ggttaactga tgacccagaa 60 
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ctgcagatcc 
ctggggatga 
ctcagtaacc 
gtggggtttc 
ttctttgtag 
tatgcagcat 
tgcctggcca 
actttcaggc 
cctctcttga 
gtgggattca 
atcaccatca 
tcccacctta 
aactccagcc 
cccatgttga 
aagactgtag 



cactcttcat 
ttgaattgat 
tctccctggt 
tcacaggaga 
cctttatcac 
tgtgtaaacc 
taggctccta 
tctccttctg 
ctctctcatg 
atgacctctt 
tgaagatgcg 
ctgcagtttc 
atttcatggg 
atccactggt 
ggaaggcaaa 



agtcttcctt 
tctactggac 
ggactttggt 
caaattcata 
tgcagaaagt 
cctgcattac 
catctgtggt 
tagatccaat 
ttcagacaac 
ttctatcctg 
ctcacctgaa 
catcttttat 
cacagacaaa 
ctacagcctg 
ggcctctata 



ttcatctacc 
tcctgtctcc 
tattcctcag 
ttatataatg 
ttcctcctgg 
accaccacca 
ttcctgaatg 
gtagttgaac 
tacatcagtg 
gtaatcttga 
ggacgccaga 
gggacaggaa 
atggcatctg 
aggaacaaag 
ggattcatat 



tcatcactct 
acacccccat 
ctgtcactcc 
cttgtgccac 
catcaatggc 
tgacaacaaa 
catccattca 
actttttctg 
agatggttat 
tctcctactt 
aggccttttc 
tctttatgta 
tgttctatgc 
aggttaagag 
tt 



ggttgggaac 
gtacttcttc 
caaggtgatg 
acaattcttc 
ctatgaccgc 
tgtatgtgct 
tactgggaac 
tgatgctcct 
tttttttgtg 
atttatattt 
tacttgtgct 
cttacgacct 
catagtcatt 
tgcctttaaa 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
942 



<210> 932 
<211> 562 
<212> DNA 

<213> Unknown (H38g782 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 932 

gcaacaaagg 

tgactcctct 

acctggcctt 

ttctttcacc 

gacttttgta 

tttctttctc 

gttgcttagt 

gagagagaga 

aacttgtgta 

tttcttgtac 



agctgtgttt 
gggcctgcat 
gattgctcta 
cagtccttcc 
tcaaagaaaa 
tttattgtcc 
ggccatctac 
gagagtggat 
atattgatgt 
cagcacctgt 



tcttggggta 
ttactcttgc 
attggctgaa 
ctgatctcta 
acatcttcta 
tactctatta 
aatccatcat 
ttgctggaac 
catcaatcat 

gc 



tatattccca 
taggttgaca 
attcatacct 
ttgtcctgtt 
tgtcaggtgc 
aataccacgt 
tgcatgaggt 
cactcccaca 
catcttatga 



aaggcgatgc 
agttgtctcc 
tcccaccccc 
tgcaccccca 
atgactcagc 
gttgatgttc 
caccatgtct 
cagggcacat 
cagcctcttg 



ctgctggaaa 
atggtgggga 
aagctctgtt 
gaatgctcat 
tgtcgcagct 
atagcctgtg 
cctcaggtga 
acttaggccg 
gtcctctaag 



<210> 933 
<211> 933 
<212> DNA 

<213> Unknown (H38g783 nucleotide) 



60 
120 
180 
240 
300 
360 
420 
480 
540 
562 



<220> 

<223> Synthetic construct 



<400> 933 

atgactgggg 

tttcccagga 

gcctggaacc 

tatttcttcc 

aagatgctct 

cagtacttta 

tatgatcgtt 

ctctgtgttt 

attggtgctt 

gacatgcccc 

gctatattaa 

tatattggca 

acctgtgctt 

ttgaggtcca 

gtggtcattc 

gccttaaaga 



gaggaaatat 
tcataaaagt 
tctccctcat 
tcagtaacct 
ccaacctctt 
tcttttcaac 
atgctgccat 
ggatggtact 
tgcttcaact 
aactgttaat 
ccatgttctt 
tctccatcat 
ctcatctaac 
gctctggagg 
ccatgttaaa 
ggttgcaaaa 



tacagaaatc 
gctcttcact 
tgttttaata 
gtccttcata 
acaggaacag 
gatgggactg 
ttgtaacccc 
gggagcctac 
ccacttctgt 
cttgtcctgt 
tgggatagca 
gaagatcact 
agctgtttcc 
ttcttcaagc 
tcccttgatt 
gagaaagtgc 



acctatttca 
atattcctgg 
aggatggatt 
gatgtctgct 
caaactatca 
agtgagtctt 
ctgctctatt 
atgactggcc 
gggtctaatg 
actgacactt 
agtgccctag 
tcagctaaag 
ctcttctata 
tttgacagat 
tacagtttga 
tgc 



tcctgctggg 
tgatctacat 
cccacctcca 
atatcagctc 
cttttgttgg 
gtctcatgac 
catccatcat 
tcactgcttc 
tcatcagaca 
tctttgtaca 
ttatcatgat 
gcaggccaaa 
catcaggaat 
ttgcatctgt 
ggaacaaaga 



attctcagat 
tacatctctg 
tacacccatg 
cacagtcccc 
ttgtattatt 
agccatggct 
gtcacccacc 
tttattccaa 
tttcttctgt 
ggtcatgact 
atcctatggc 
ggcattcaac 
ctttgtctat 
tttctacact 
aattaaagat 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
933 



375 
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<210> 934 
<211> 935 
<212> DNA 

<213> Unknown (H38g784 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 934 

atgactgggg 

tttccaaaga 

tcctggaaca 

actttttcct 

agatgctctc 

agtacttttt 

atgatcgata 

tctgcgtgca 

tctgtgcctt 

atctgcccca 

ctgttctcac 

atatcattgc 

cttgtgcttc 

tgtatcctaa 

ttacaatccc 

ctctaaacag 



aaaggaacag 
accctatttt 
taaacctcat 
tagtaatctg 
agacttcttc 
cttctctagc 
tgctgccatt 
gatggtggca 
gcttcagctc 
gctgctgatt 
agtgatcttt 
caccattctg 
tcaccttaca 
tgctggtgat 
catgttaaat 
atggaagaag 



tacgagaatt 
cctcttttca 
cacccttatc 
tcgtttctgg 
aagaagcata 
ctaggtctaa 
tgcaaccctc 
ggatcttgta 
catttctgtg 
ctatcctgtt 
ggactcacgt 
aagatcacct 
gcagtgatcc 
tccctgagcc 
ccagtgatct 
agaatcttct 



acaaagttca 
atattcctag 
aggacgactc 
acatctgcta 
aattcatctc 
ctgagtgctg 
tgctctacag 
taactggatt 
ggccaaatgt 
ctgacacctt 
ctgtcttagt 
cagctgaagg 
ttttctttgg 
aaaacaagtt 
acagcctgag 
cctgg 



ttctcttggg 
ggatctacct 
ccatctgcat 
tgtttccact 
ctttatgggg 
tcttctggca 
ggccatcatg 
cttaggctca 
catcaaccat 
tttctttcaa 
tatcatgata 
cagagccaaa 
ctcaggtatc 
ggcatcagtc 
gaacaaggaa 



attctctgaa 
cctgacagtg 
acacctatgt 
atagccccca 
tgcagtatgc 
gccatggctt 
tttcccaccc 
tttatccaac 
ttcttctgtg 
gtcatgacct 
tcttatggtt 
tctttcaaca 
tttgtttata 
ttatacacag 
atcaaagatg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
935 



<210> 935 
<211> 1330 
<212> DNA 

<213> Unknown (H38g785 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 935 

atgactgtgg 

tattcaaaga 

tcctgaaacg 

tactttttcc 

aagatgccct 

cagtacttct 

taatatgctg 

atgccaatgg 

gccttgct/tc 

caactgctga 

gctcacagta 

cattgccaac 

gtctgactga 

accctctgct 

cctgtataac 

tctgtgggcc 

gctatgacac 

catctgtctt 

tctcagttga 

tctcttctat 

tagaaacaag 

ctacagcctg 

ctcctggcct 



aaaggagtag 
ccactatttt 
tgagtctcat 
ttagtaatcc 
cagacttttt 
ctagcctgaa 
ccatttgtga 
tggcaggatc 
tgctccattt 
ttctatcctg 
acctttatac 
attcatctct 
gtgctgtctt 
ctacatggcc 
tattatcttt 
aaatagcaac 
ctttttctgt 
agttatcatg 
aggcaggtct 
tgctcaagaa 
gtggattcta 
agtgacaagt 



catgacaatt 
tctcttttca 
cgcccttatc 
gtcttttctg 
caagaagcat 
tgtgactgag 
tcctctgctc 
ttgtacaact 
ctgtgagtca 
ttctcatact 
tcacctctat 
tttatgggat 
ctggaagcta 
atccatgtcc 
ggctcattta 
catttcttct 
caagtcatga 
atattttatg 
aaggtcttca 
tctttgtcta 
ttgtatacac 
aaatcaaaga 



acaaagttca 
gtattcctag 
aggacggact 
gacatctgct 
aaattcattt 
tgctgtcttc 
tacacagcca 
ggatactttg 
aatagcagcc 
gttttttttt 
cttggttatc 
gcaccatgta 
tggcttataa 
ccaacctctg 
tccaactatg 
gtgacctgcc 
catccatgct 
gctatgtcat 
acactggtgg 
tatgtgctct 
tgtggtgatc 
tgccctaaag 



ttctcttggg 
ggatatacct 
cccatctaca 
gtgtttccac 
cctttatggg 
ttacagccat 
tcatgtcacc 
tctcatttat 
atttcttttg 
tctcaagtca 
atgataactt 
atacttcttc 
ttgatatgct 
tgtgcacata 
tgctttgctt 
ccaactcttg 
tacagtggta 
tgctaccatt 
ttctccctga 
cactctgatg 
cccaggttga 
agatggacga 



attctctgaa 
cctgaccatg 
tgcacctgtg 
tatagccccc 
gtgcaccatg 
ggcttatgat 
tgctctctgt 
ccaactctgt 
tgacctgccc 
tgaccactat 
atggttatat 
tctagcctgg 
gccatttgtg 
atggttggaa 
cagctccatt 
atcctatctt 
tttggactca 
ctgaagatca 
tagcagtgac 
cttctctgag 
atccattgat 
agagaatatt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1330 



<210> 936 



376 
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<211> 930 
<212> DNA 

<213> Unknown (H38g786 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 936 

atgggggaaa atcagacaat ggtcacagag ttcctcctac tgggatttct cctgggccca 60 

aggattcaga tgctcctctt tgggctcttc tccctgttct atatcttcac cctgctgggg 120 

aacggggcca tcctggggct catctcactg gactccagac tccacacccc catgtacttc 180 

ttcctctcac acctggctgt cgtcgacatc gcctacaccc gcaacacggt gccccagatg 240 

ctggcgaacc tcctgcatcc agccaagccc atctcctttg ctggctgcat gacgcagacc 300 

tttctctgtt tgagttttgg acacagcgaa tgtctcctgc tggtgctgat gtcctacgat 360 

cgttacgtgg ccatctgcca ccctctccga tactccgtca tcatgacctg gagagtctgc 420 

atcaccctgg ccgtcacttc ctggacgtgt ggctccctcc tggctctggc ccatgtggtt 480 

ctcatcctaa gactgccctt ctctgggcct catgaaatca accacttctt ctgtgaaatc 540 

ctgtctgtcc tcaggctggc ctgtgctgac acctggctca accaggtggt catctttgca 600 

gcctgcgtgt tcttcctggt ggggccaccc agcctggtgc ttgtctccta ctcgcacatc 660 

ctggcggcca tcctgaggat ccagtctggg gagggccgca gaaaggcctt ctccacctgc 720 

tcctcccacc tctgcgtggt gggactcttc tttggcagtg ccatcatcat gtacatggcc 780 

cccaagtccc gccatcctga ggagcagcaa aaggtctttt ttctatttta cagttttttc 840 

aacccaacac ttaaccccct gatttacagc ctgaggaacg gagaggtcaa gggtgccctg 900 

aggagagcac tgggcaagga aag teat tec 930 



<210> 937 
<211> 942 
<212> DNA 

<213> Unknown (H38g787 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 937 

atggaaagac aaaatcaaag ctgtgtggtt gaattcatcc tcttgggctt ttctaactat 60 

cctgagctcc aggggcagct ctttgtggct ttcctggtta tttatctggt gaccctgata 120 

ggaaatgeca ttattatagt catcgtctcc ctagaccaga gcctccacgt tcccatgtac 180 

ctgtttctcc tgaacttatc tgtggtggac ctgagtttca gtgcagttat tatgectgaa 240 

atgctggtgg tcctctctac tgaaaaaact acaatttctt ttgggggctg ttttgcacag 300 

atgtatttca tccttctttt tggtggggct gaatgttttc ttctgggagc aatggcttat 360 

gaccgatttg ctgcaatttg ccatcctctc aactaccaaa tgattatgaa taaaggagtt 420 

tttatgaaat taattatatt ttcatgggcc ttaggtttta tgttaggtac tgttcaaaca 480 

tcatgggtat ctagttttcc cttttgtggc cttaatgaaa ttaaccatat atcttgtgaa 540 

accccagcag tgttagaact tgcatgtgca gacacgtttt tgtttgaaat etatgeatte 600 

acaggcacct ttttgattat tttggttcct ttcttgttga tactcttgtc ttacattcga 660 

gttctgtttg ccatcctgaa gatgecatea accactggga gacaaaaggc cttttccacc 720 

tgtgccgctc acctcacatc tgtgacccta ttctatggca cagecagtat gacttattta 780 

caacccaaat ctggctactc accggaaacc aagaaagtga tgtcattgtc ttactcactt 840 

ctgacaccac tgetgaatet gcttatctac agtttgcgaa atagtgagat gaagagggct 900 

ttgatgaaat tatggcgaag gcgagtggtt ttacacacaa tc 942 



<210> 938 
<211> 993 
<212> DNA 

<213> Unknown (H38g788 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 938 

atggtcacag agttcctcct actgggattt ctcctgggcc caaggattca gatgctcctc 60 



377 
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tttgggctct 
ctcatctcac 
gtcgtcaaca 
ccagccaagc 
gcacatactg 
caccctctcc 
tcctggacat 
ttttgtgggc 
gcctgtgctg 

gtgggaccac 

atccagtctg 
gtgggactct 
gaggagcagc 
ctgatttaca 
gaaagtcatt 
ttgatgccca 



tctccctgtt ctatgtcttc 
tggactccag actccacacc 
tcgcctatgc ctgcaacaca 
ccatctcctt tgctggctgc 
aatgcctcct gttggtgctg 
gatatttcat catcatgacc 
gtggctccct cctggctatg 
ctcgtgaaat caaccacttc 
atacctggct caaccaggtg 
tctgcctggt gctggtctcc 
gggagggccg cagaaaggcc 
tctttggcag cgcatccgtc 
agaaggtcct ttttctattt 
acctgaggaa tgtagaggtc 
cctaagaggt gtgacatttg 
attattgcct caatccagaa 



accctgctgg ggaatgggac catcctgggg 
cccatgtact tcttcctctc acacctggcc 
gtgccccaga tgctggtgaa cctcctgcat 
atgacataga cctttctctt tttgagtttt 
atgtcctacg atcggtacgt ggccatctgc 
tggaaagtct gcatcactct ggccatcact 
gtccatgtga gcctcatcct aagactgccc 
ttctgtgaaa tcctgtctgt cctcaggctg 
gtcatctttg cagcctgcat gttcatcctg 
tactcacaca tcctggcggc catcctgagg 
ttctccacct gctcctccca cctctgcgta 
atgtacatgg cccctaagtc ccgccatcct 
tacagttctt tcaacccgat gctaaacccc 
aagggtgccc tgaggagagc actgtgcaag 
aactgccagc ctcagttgtc acgtggactc 
aag 



120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
993 



<210> 939 
<211> 930 
<212> DNA 

<213> Unknown (H38g789 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 939 

atgggggaca atataacatc catcacagag ttcctcctac tgggatttcc cgttggccca 60 

aggattcaga tgctcctctt tgggctcttc tccctgttct acgtcttcac cctgctgggg 120 

aacgggacca tactggggct catctcactg gactccagac tgcacgcccc catgtacttc 180 

ttcctctcac acctggcggt cgtcgacatc gcctacgcct gcaacacggt gccccggatg 240 

ctggtgaacc tcctgcatcc agccaagccc atctcctttg cgggccgcat gatgcagacc 300 

tttctgtttt ccacttttgc tgtcacagaa tgtctcctcc tggtggtgat gtcctatgat 360 

ctgtacgtgg ccatctgcca ccccctccga tatttggcca tcatgacctg gagagtctgc 420 

atcaccctcg cggtgacttc ctggaccact ggagtccttt tatccttgat tcatcttgtg 480 

ttacttctac ctttaccctt ctgtaggccc cagaaaattt atcacttttt ttgtgaaatc 540 

ttggctgttc tcaaacttgc ctgtgcagat acccacatca atgagaacat ggtcttggcc 600 

ggagcaattt ctgggctggt gggacccttg tccacaattg tagtttcata tatgtgcatc 660 

ctctgtgcta tccttcagat ccaatcaagg gaagttcaga ggaaagcctt ctgcacctgc 720 

ttctcccacc tctgtgtgat tggactcttt tatggcacag ccattatcat gtatgttgga 780 

cccagatatg ggaaccccaa ggagcagaag aaatatctcc cgctgtttca cagcctcttt 840 

aatcccatgc tcaatcccct tatctgtagt cttaggaact cagaagtgaa gaatactttg 900 

aagagagtgc tgggagtaga aagggcttta 930 

<210> 940 
<211> 942 
<212> DNA 

<213> Unknown (H3 8g790 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 940 

atgaaaagac aaaatcaaag ctgtgtggtt gaattcatcc tcctgggctt ttctaacttt 60 
cctgagctcc aggtgcagct ctttggggtt ttcctagtta tttatgtggt gaccctgatg 120 
ggaaatgcca tcattacagt catcatctcc ttaaaccaga gcctccacgt tcccatgtac 180 
ctgttcctcc tgaacctatc tgtggtggag gtgagtttca gtgcagtcat tacgcctgaa 240 
atgctggtgg tgctctctac tgagaaaact atgatttctt ttgtgggctg ttttgcacag 300 
atgtatttca tccttctttt tggtgggact gaatgttttc tcctgggagc gatggcttat 360 
gaccgatttg ctgcaatttg ccatcctctg aactacccag tgattatgaa cagaggggtt 420 
tttatgaaat tagtaatatt ctcatggatc tcagggatca tggtggctac tgtgcagacc 480 
acttgggtat ttagttttcc attttgtggc cccaatgaaa ttaatcatct cttctgtgag 540 



378 
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actcccccgg 
acaggcacca 
gttctgtttg 
tgtgcctctc 
caacccaaat 
cttacccctc 
ttgataaaac 



tactagagct tgtgtgtgca gacaccttct tatttgaaat ctatgccttc 
ttttgattgt tatggttcct ttcttgttga tcctcttgtc ttacattcga 
ccatcctgaa gatgccatca actactggga gacaaaaggc cttttccacc 
acctcacatc tgtgaccctg ttctatggca cagccaatat gacttattta 
ctggctactc acccgaaacc aagaaactga tctcattggc ttacacgttg 
tgctcaatcc gctcatctat agcttacgaa acagtgagat gaagaggact 
tatggcgaag aaaagtgatt ttacacacat tc 



600 
660 
720 
780 
840 
900 
942 



<210> 941 
<211> 936 
<212> DNA 

<213> Unknown (H38g791 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 941 

atgagtgcaa acacctccat ggtgactgag tttcttcttc tcggcttctc ccacctggcc 60 

gacctccagg gcttgctctt ctctgtcttt ctcactatct acctgctgac cgtggcaggc 120 

aatttcctca ttgtggtgct ggtctccact gatgctgccc tccagtcccc tatgtacttc 180 

ttcctgcgca ccctctcggc cttggagatt ggctatacgt ctgtcacggt ccccctgcta 240 

cttcaccacc tccttactgg ccggcgccac atctctcgct ctggatgtgc tctccagatg 300 

ttcttcttcc tcttctttgg cgccacggag tgctgcctcc tggcagccat ggcctatgac 360 

cgctatgcag ccatctgtga acccctccgc tacccactgc tgctgagcca ccgggtgtgt 420 

ctacagctag ctgggtcggc gtgggcctgt ggggtgctgg tggggctggg ccacacccct 480 

ttcatcttct ctttgccctt ctgcggcccc aataccatcc cgcagttctt ctgtgagatc 540 

cagcctgtcc tgcagctggt atgtggagac acctcgctta atgaactgca gattatcctg 600 

gcaacagccc tcctcatcct ctgccccttt ggcctcatcc tgggctccta cgggcgtatc 660 

ctcgttacca tcttccggat cccatctgtt gcgggccgcc gcaaggcctt ctccacctgc 720 

tcctcccacc tgatcgtggt ctccctcttc tatggcaccg cactctttat ctatattcgc 780 

cctaaggcca gctacgatcc ggccactgac cctctggtgt ccctcttcta tgctgtggtc 840 

acccccatcc tcaaccccat catctacagc ctgcggaaca cagaggtcaa agctgcccta 900 

aagagaacca tccagaaaac ggtgcctatg gagatt 936 

<210> 942 
<211> 828 
<212> DNA 

<213> Unknown (H3 8g792 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 942 

atgtacctgg tcactgtgct cgggaacctg ctcatcatcc tggccgcaat ctcagactcc 60 

tgcctccaca cccccatgta cttctttctc tccaacctgt ccttcgtaga tatctgtttt 120 

gcctccacca tggtcccaaa gatgttggtg aacatccaga cacagagcaa agtcattacc 180 

tatgcaggtt gcatcaccca gatgtgcttt tttgtactct ttatagtgtt ggacagctta 240 

ctcctgaccg tgatggccta tgaccagttt gtggccatct gtcaccccct gcactacacg 300 

gtcatcatga gccctcagct ctgtggactg ctggttctgg tgtcctggat catgagtgtc 360 

ctaaactcca tgttacaaag cttagtgaca ttgcagttgt ccttctgcac agacttggaa 420 

atccctcact ttttctgtga acttaatgag atgatccacc ttgcctgttc tgacaccttt 480 

gtgaacaaca tggtgatgca ttttgcagct gtgctgctgg acggtggtcc tctcgttggg 540 

atcctttatt cttactgtag gatagtttcc tccatacgtg caatctcgtc aactcagggg 600 

aagtacaagg cactttccac ctgtgcatct cacctctcag ttgtctccat attttatggt 660 

acggggctag gggtgtacct tagctctact atgacccaaa acttacactc aactgctgtc 720 

gcctcggtga tgtacactgt ggtcaccccc atgctcaacc ccttcattta cagtctgagg 780 

aataaagaca taaagggggc tctgacacaa ttcttcagag ggaaacaa 828 



<210> 943 
<211> 950 
<212> DNA 
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<213> Unknown (H38g793 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 943 

tcaattacct 

tgcccagaac 

actgggaaca 

tactatttcc 

catatcctgg 

agatggcttt 

atgaccgcta 

tttgtgtcca 

tggccttcat 

atgtgccacc 

tggtggcagc 

tcatagtggc 

cctgctcttc 

tgtgccccag 

tgggaacccc 

ccgtagggag 



gggaaaatca 
tgcatattct 
ttctcattgt 
tgggcagcct 
ccaacaccct 
cttcattgca 
tgtggccatt 
cttggttgtg 
cttctctctg 
agtcatgcat 
catactagcc 
tgctctgctc 
ccacctcact 
ctccagctac 
actgctcaac 
agttcttacc 



ctcagtgttg 
gtccttcctt 
ggtgtccatt 
ttctgggatt 
acagtcagag 
ctgggcagtg 
tgccacccgt 
gcatcagtca 
ccattctgcc 
gttgtttgtg 
attgctgtgc 
aagatccact 
gtggtgctgc 
aaccccaagc 
ccacttatct 
aggaactgcc 



atggaatttg tgttcctggc ctatccctcc 
ggggtcagcc tggtttatgg tttgatcatc 
cacacagaaa cctgtctatg cacatccatg 
gaaatatgct acactgcagt ggtggtgccc 
aagacatcac tctcctgggc tgtgccaccc 
ctgattgctt cctcttggct gccatggcct 
tgcagtaccc tctcctcatg acattgactc 
tcagtggtct gttcctgtcc ttacaactgg 
aggctcaggg cattgagcac ttcttttgtg 
ctcagagtca cattcatgag cagtcagtgc 
ctttcttcct catcaccacc tcctacacct 
cggctgctgg ccgccaccgg gccttctcca 
tgcagtatgg ctgctgtgcc ttcatgtacc 
aagatcggtt catctcactg gtgtacacat 
atgccctgag gaacagtgag atgaaagggg 
tttcccagaa cagctaggaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
950 



<210> 944 
<211> 927 
<212> DNA 

<213> Unknown (H3 8g794 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 944 

atggaaccag agaatgacac agggatttca gaatttgttc ttctgggact ttctgaggaa 60 

ccagaattgc agcccttcct ctttgggctg tttctgtcca tgtacctggt cactgtgctc 120 

gggaatctgc tcatcatcct ggccacaatc tcagactccc acctccacac ccccatgtac 180 

ttcttcctct ccaacctgtc ctttgcagac atctgtttca tctccactac aatcccaaag 240 

atgctcatta acatccagac acagagcaga gtcatcacct atgcaggctg catcacccag 300 

atgtgctttt ttgtactttt tggagggtta gacagcttac tcctggctgt gatggcctat 360 

gatcggtttg tggccatctg tcatcctctg cactacacag tcatcatgaa ccctcggctc 420 

tgtggactcc tggttctggc atcctggatg attgctgccc tgaattcctt gtcacaaagc 480 

ttaatggtat tgtggctgtc cttctgcaca gacttggaaa tcccccactt tttctgtgaa 540 

cttaatcagg tcatccacct tgcctgttct gacacctttc ttaatgacat ggggatgtat 600 

tttgcagcag ggctgctggc tggtggtccc cttgtgggga tcctttgctc ttactctaag 660 

atagtttcct ccatacgtgc aatctcatca gctcagggga agtacaaggc attttccacc 720 

tgtgcatcac acctctcagt tgtctcttta ttttgttgta cgggcctagg tgtgtacctt 780 

acttctgctg caacccacaa ctcacacaca agtgcaacag cctcagtgat gtacactgtg 840 

gccaccccca tgctgaaccc ctttatctac agtctgagga ataaagacat aaagagggct 900 

ctgaaaatgt ccttcagagg aaagcaa 927 

<210> 945 
<211> 942 
<212> DNA 

<213> Unknown (H38g795 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 945 

atggagaata atacagaggt gagtgaattc atcctgcttg gtctaaccaa tgccccagaa 60 
ctacaggttc ccctctttat catgtttacc ctcatctacc tcatcactct gactgggaac 120 
ctggggatga tcatattaat cctgctggac tctcatctcc acactcccat gtactttttt 180 



380 



BNSDCCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT7US00/27582 



ctcagtaacc tgtctcttgc aggcattggt tactcctcag ctgtcactcc aaaggtttta 240 

actgggttgc ttatagaaga caaagccatc tcctacagtg cctgtgctgc tcagatgttc 300 

ttttgtgcag tctttgccac tgtggaaaat tacctcttgt cctcaatggc ctatgaccgc 360 

tacgcagcag tgtgtaaccc cctacattat accaccacca tgacaacacg tgtgtgtgct 420 

tgtctggcta taggctgtta tgtcattggt tttctgaatg cttctatcca aattggagat 480 

acatttcgcc tctctttctg catgtccaat gtgattcatc actttttctg tgacaaacca 540 

gcagtcatta ctctgacctg ctctgagaaa cacattagtg agttgattct tgttcttata 600 

tcaagtttta atgtcttttt tgcacttctt gttaccttga tttcctatct gttcatattg 660 

atcaccattc ttaagaggca cacaggtaag ggataccaga agcctttatc tacctgtggt 720 

tctcacctca ttgccatttt cttattttat ataactgtca tcatcatgta catacgacca 780 

agttccagtc attccatgga cacagacaaa attgcatctg tgttctacac tatgatcatc 840 

cccatgctca gtcctatagt ctataccctg aggaacaaag acgtgaagaa tgcattcatg 900 

aaggttgttg agaaggcaaa atattctcta gattcagtct tt 942 



<210> 946 
<211> 946 
<212> DNA 

<213> Unknown <H3 8g796 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 946 

atgtaaaata actcaaagtt tactgatttc atcctggtag gtctaaccaa tgccacagaa 60 

cttcagatcc ccctctttat cttgttcatc ctcatccacc tcctcattct gactaggaac 120 

ctggagatca tactgttgat cctgctggac tcttgtctcc aattcccatg tactttttcc 180 

tcagtaacct gtctctgctt ggatacttaa ctgtcactcc cagggtcacg gctagcaggg 240 

ctaggttact tagagggtag gaggctaagt tcctcgtaca atgcttgtgc tgctcagatg 300 

ttcttttttg tagccttggc cacagtggaa aatatcgctg ttgacatcaa tggcctatga 360 

ccactatata gcagtgtgca aacccctaca ctacactacc accacgatag ccagtgtatg 420 

tgctcatctg gtcataggct cctatgtctg tggctttcta aatgcctccc tccgcattgg 480 

ggacatattc agtctctctt tctgtaagtc caatcttgtc catcaccttt tctgtgatgt 540 

tccaccagtc atggctgtgt cttgctctgg taaacacatt agcaagaaga ttctggtttt 600 

tatgtcaagc ttcaatgtct ttttggctct tctagttatc ttgacctcct acctgttcat 660 

attcatcacc atcttgaaga tgcactcagc tcagggacac ttaaaagctt tgtccacctg 720 

tgcctctcac ctcattgcag tctccatctt ctatggaact actatcttta tgcacttaca 780 

gcctagctcc agccattcca tggacacaga tgaaatggca tccttgttct atgctgtgtt 840 

catctccatg ctgaaccttg tgttctacag cctgaggagc aaagaagtca agaatgcatt 900 

caaaaaggcg gttgagaagg caaaattttt cttagaactg tgattt 946 



<210> 947 
<211> 942 
<212> DNA 

<213> Unknown (H3 8g797 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 947 

atggacaaca gcaactggac cagtgtgtcc 
ccagaagagc aaatcccact cttccttgtt 
ggcaacttgg ccatcatcac actgattctc 
atcttcctca gtaacttggc cttgacagac 
atgctgcaga ttattttctc ccctacaaag 
acttatttct tcatttgctt cgccgtcatg 
gacaggtaca ttgccatctg ccaccctttc 
tgtgtgaaga tggtggtcat gtgccatgct 
tttctcatgg gccaactaat cttctgtgca 
ctctacgctc tgatgaagat ctcctgcacc 
acagaaggtg ctgttgtaat cagtggagct 
atcatcctgg tggtcctccg gatcccctca 



cattttgttc tcttgggcat 
ttctcactca tgtacgcaat 
tctgctccac gcctccacat 
atctgcttca cctccaccac 
gtaatttcct acacaggctg 
gaaaacttca tcctggctgt 
cactacacta tgatcctgac 
ctctcccacc ttcatgccat 
gataacagaa tcccccactt 
agcacctacc tcaacaccct 
ctggccttca ttactgcctc 
gccaagggca ggtggaaaac 



ttccacccac 60 

caatatttct 120 

ccccatgtac 180 

ggtccccaag 240 

tttagcccaa 300 

gatggcctat 360 

tagaatgctg 420 

gctgcatacc 480 

cttctgtgac 540 

tatgattcac 600 

ctatgcctgc 660 

cttttctacc 720 
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tgcggctccc acctcactgt ggtggccata ttctatggca ccctcagttg ggtctacttc 780 

cggccccttt ccagctattc agtgaccaag ggtcgcatta taacagtcgt gtacacagtg 840 

gtgactccca tgctgaaccc cttcatctac agcctgagga atggggatgt caagggaggc 900 

ttcatgaaat ggatgagcag aatgcagact tttttcttta ga 942 

<210> 948 
<21X> 948 
<212> DNA 

<213> Unknown (H3 8g798 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 948 

atggttaacc aaagctcccc catgggcttc ctccttctgg gcttctctga acacccagca 60 

ctggaaagga ctctctttgt ggttgtcttc acttcctacc tcttgaccct ggtgggcaac 120 

acactcatca tcctgctgtc tgtactgtac cccaggctcc actctccaat gtactttttc 180 

ctctctgacc tctccttctt ggacctctgc tttaccacaa gttgtgtccc ccagatgctg 240 

gtcaacctct ggggcccaaa gaagaccatc agcttcctgg gatgctctgt ccagctcttc 300 

atcttcctgt ccctggggac cactgagtgc atcctcctga cagtgatggc ctttgaccga 360 

tacgtggctg tctgccagcc cctccactat gccaccatca tccacccccg cctgtgctgg 420 

cagctggcat ctgtggcctg ggttatgagt ctggttcaat cgatagtcca gacaccatcc 480 

accctccact tgcccttctg tccccaccag cagatagatg actttttatg tgaggtccca 540 

tctctgattc gactctcctg tggagatacc tcctacaatg aaatccagtt ggctgtgtcc 600 

agtgtcatct tcgtggttgt gcctctcagc ctcatccttg cctcttatgg agccactgcc 660 

caggcagtgc tgaggattaa ctctgccaca gcatggagaa aggcctttgg gacctgctcc 720 

tcccatctca ctgtggtcac cctcttctac agctcagtca ttgctgtcta cctccagccc 7 80 

aaaaatccgt atgcccaagg gaggggcaag ttctttggtc tcttctatgc agtgggcact 840 

ccttcactta accctctcgt atacaccctg aggaacaagg agataaagcg agcactcagg 900 

aggttactag ggaaggaaag agactccagg gaaagctgga gagctgct 948 

<210> 949 
<211> 971 
<212> DNA 

<213> Unknown (H38g799 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 949 

cacacagagc cacggaatct cacaggtgtc tgagaattcc tcctcctggg actctcagag 60 

gatccagaac tgcagccggt cctcgctttg ctgtccctgt ccctgtccat gtatatggtc 120 

acggtgctga ggaacctgct cagcatcctg gctgtcagct ctgactcccc gctccacacc 180 

cccatgtgct tcttcctctc caaactgtgc tgagctgaca tcggtttcac cttggccatg 240 

gttcccaaga tgattgtgaa catgcagtcg catagcagag tcatctctta tgagggctgc 300 

ctgacacgga Xgtctttctt tgtccttttt gcatgtatgg aagacatgct cctgactgtg 360 

atggcctatg actgctttgt agccatctgt cgccctctgc actacccagt catcgtgaat 420 

cctcacctct gtgtcttctt cgtcttggtg tcctttttcc ttagcccgtt ggattcccag 480 

ctgcacagtt ggattgtgtt actattcacc atcatcaaga atgtggaaat cactaatttt 540 

gtctgtgaac cctctcaact tctcaacctt gcttgttctg acagcgtcat caataacata 600 

ttcatatatt tcgatagtac tatgtttggt tttcttccca tttcagggat ccttttgtct 660 

tactataaaa ttgtcccctc cattctaagg atgtcatcgt cagatgggaa gtataaaggc 720 

ttctccacct gtggctctta cctggcagtt gtttgctgat ttgatggaac aggcattggc 780 

atgtacctga cttcagctgt gtcaccaccc cccaggaatg gtgtggtggc gtcagtgatg 840 

tatgctgtgg tcacccccat gctgaacctt ttcatctaca gcctaggaaa gagggatata 900 

caaagtgtcc tgcggaggct gtgcagcaga acagtcgaat ctcatgatat gttccatcct 960 

ttttcttgtg t 971 

<210> 950 
<211> 474 
<212> DNA 
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<213> Unknown (H38g800 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 950 

atggaaccag agaatggtac gaggatttta ggatttcttc ttctgggact ttcagaggaa 60 

ccagaattgc agcccgttat gtttggactc ttcctctcca tgtatctgac aactgtgttt 120 

ggaaacctgc tcatcatcct ggccatctgc tctggttccc acctccacac ccccatgtac 180 

ttcttcctct ctaacctgtc ctttgtagac atctgtgtta cctccaccac agtcccaaag 240 

acactgtcaa acatccggac acagagtaaa gtcatcacct atgcaggttg catcacccag 300 

atgtactttt ttgtactctt tatagtgttg gacagcttac tcttgaccgt gatggcctat 360 

gaccagtttg tggccatctg tcaccccctg cactacacgg tcatcgtgaa ccctcggctc 420 

tgtggactgc tggttctggc gtcctggatc atgagtgccc tgaattcctt gata 474 



<210> 951 
<211> 954 
<212> DNA 

<213> Unknown (H3 8g801 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 951 

atgatgagct ttgcccctaa tgcttcacac tctccggttt ttttgctcct tgggttctcg 60 

agagctaaca tctcctacac tctcctcttc ttcctgttcc tggctattta cctgaccacc 120 

atactgggga atgtgacact ggtgctgctc atctcctggg actccagact gcactcaccc 180 

atgtattatc tgcttcgtgg cctctctgtg atagacatgg ggctatccac agttacactg 240 

ccccagttgc tggcccattt ggtctctcat tacccaacca ttcctgctgc ccgctgcttg 300 

gctcagttct ttttcttcta tgcatttggg gttacagata cacttgtcat tgctgtcatg 360 

gctctggatc gctatgtggc catctgtgac cccctgcact atgctttggt aatgaatcac 420 

caacggtgtg cctgcttact agccttgagc tgggtggtgt ccatactgca caccatgttg 480 

cgtgtgggac tcgtcctgcc tctttgctgg actggggatg ctgggggcaa cgttaacctt 540 

cctcacttct tttgtgacca ccggccactt ctgcgagcct cttgttctga catacattct 600 

aatgagctgg ccatattctt tgagggtggc ttccttatgc tgggcccctg tgccctcatt 660 

gtactctctt atgtccgaat tggggccgct attctacgtt tgccttcagc tgctggtcgc 720 

cgccgagcag tctccacctg tggatcccac ctcaccatgg ttggtttcct ctacggcacc 780 

atcatttgtg tctacttcca gcctcccttc cagaactctc agtatcagga catggtggct 840 

tcagtaatgt atactgccat tacacctttg gccaacccat ttgtgtatag cctccacaat 900 

aaggatgtca agggtgcact ctgcaggctg cttgaatggg tgaaggtaga cccc 954 



<210> 952 
<211> 921 
<212> DNA 

<213> Unknown (H38g802 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 952 

atgctgaata caacctcagt 
ctgcagcctt ttctcttcgt 
ggagccgttc tgatgattgt 
ctgggaaacc tgtcctacct 
cagaactttc tctctacaca 
ttcttccact tcctgggcag 
tctgtggcta tctgcaagcc 
cagatggcca tcacaatctg 
acttctcgct tgaacttctg 
ccattgctaa agctggcctg 
acggggacaa ttgccatggg 
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caccgaattt ctcctcttgg gagtgacaga cattcaagaa 60 

ggttttcctc accatctact tcatcagtgt gactgggaat 120 

catctccgat cctagactcc attcccttat gtatttcttc 180 

ggatatctgt tactctacgg tgacactgcc aaaaatgctg 240 

caaagcaatt tctttcttgg gatgcataag ccagcttcat 300 

cacggagtcc atgttgttcg ccgtgatggc atttgacctc 360 

acttcgctac actgtcatca tgaaccctca gctctgtacc 420 

ggtcattggt tttttccatg ccctgctgca ctccgtaatg 480 

tggttccaac cgtatccatc attttctctg tgatattaag 540 

tgggaacact gagcttaatc agtggctact cagtactgtc 600 

ccccttcttt ctgacacttc tctcctattt ctacattatc 660 
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acttatctct tcttcaagac ccgttcttgt agcatgctct gtaaagcact gtccacttgt 720 

gcctcccact tcatggtagt tattcttttc tatgcacctg ttcttttcac ctatatccat 780 

cctgcgttag agagcttcat ggaccaggac cggattgttg ccatcatgta cactgtggtc 840 

actcctgtac taaacccact gatctatact ttgaggaaca aggaagtgaa gggggccttg 900 

ggtagagtga tcagaaggct t 921 

<210> 953 
<211> 959 
<212> DNA 

<213> Unknown (H38g803 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 953 

cagccacgga atctcacaga tgtctgagaa ttcctcctca tgggactctc agaggatcca 60 

gaactgcagc ccgtcctcgc tgggctgtcc ctgtccatgt atctggtcac ggtgctgagg 120 

aacctgctca gcatcctggc tgtcagctct gactcccacc tccacacccc catgtacttc 180 

ttcctctcca acctgtgctg ggctgacatc ggtttcacct cggccacggt tcccaagata 240 

attgtggaca tgcagtcgca tagcagagtc atctcttatg tgggctgcct gacacggatg 300 

tcttttttgg tcctttttgc atgtatagaa gacatgcttc tgactgtgat ggcctatgac 3 60 

tgctttgtag ccatctgtcg ccctctacac tacccagtca tcgtgaatgc tcacctccgt 420 

gtcttcttag ttttggtgtc ctttttcctt agcctgttgg attcccagct gcacagttag 480 

attgtgttac aattcacctt cttcaagaat gtggaaatct ctaattttgt ctgtgagcca 540 

tctcaacttc tcaagcttgc ctgttctgac agcatcatca atagcatatt catatatttc 600 

gatagtacta tgtttggttt tcttcccatt tcagggatcc ttttgtctta ctgtaaaatt 660 

gttccctcca ttctaaggat ttcaacatca gatgggaaat ataaagcctt ctccacctgt 720 

ggctctcacc tggcacttgt ttgcttattt tatggagcag gcattggcgt gtacctgact 780 

tcagctgtgt caccaccccc caggaatggt gtggtggtgt cagtgatgta cactgtggtc 840 

acccccatgc tgaacccttt catctacagc ctgagaaaca gggacattca aagcaccctg 900 

cggaggctgc tcagcagaac agtcgaatct catgatctgt tccatccttt ttcttgtgt 959 

<210> 954 
<211> 984 
<212> DNA 

<213> Unknown (H38g804 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> (1) . . . {984) 
<223> n = A,T,C or G 

<400> 954 

atggcacctg gaaatggctc tttcgtgact gaattcattc tggcgggatt aacacatcag 60 

ccagatctcc agtcccctct gttcttcctg tttctagtaa tctatgtggt cactctgttg 120 

ggaaacttgg gcttggtaac tctaattggg ctgaactcac accttcatac ccccatgtac 180 

ttcttcctct ttaacttgtc cttcatagat ctctgttatt cttctgtgtt tatacccaaa 240 

atgctaatga actttatttc agagaagaat attatgtcct tcaaggggtg catgacccaa 3 00 

ctttcctttt nctgattttt ttggtcattt ctgaaggtta tgtgctgacg tcaatggcgt 360 

atgatcgctg tggccatctg taccccactt ctgtatcaca ttgccatgtc tcctacagtg 420 

tgctccagcc ttatgtttgg ttcctatttg atgccttttt ctggtgccat ggcccacact 480 

ggatgcatgc tgagactgac tttctgtgat gcgaacacca tcgatcacta cttctgtgac 540 

atcctccctc tgctccagct ctcctgcacc agcacctaca tcaatgagct ggtggttttc 600 

actgtggttg gcatcaacat cattgtgccc actgttacca tctttatctc ttatggtttc 660 

atcctctcca gcatcctcca tatcagttcc aaggagggca ggtccaaagc tttcagcact 720 

tgcagttccc atataattgc tgtttctctg ttctttggat caggtgcatt tatgtatctc 780 

aacccatctt ctgctgggtc catggataag agaaaattat cttctgtctt ttatacaaat 840 

gtggttccca tgttgaaccc cttaatctac agcctgagga acaaagatgt taaatttgcc 900 

ctaagaaaag ccctgagtag taggaaactt tgataagtaa tagtatgtgt ctgtgtgtat 960 
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agtcacaaga cagggatatt ctgt 984 

<210> 955 
<211> 930 
<212> DNA 

<213> Unknovm (H38g805 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 955 

atgggaagaa ataacctaac aagaccctct gaattcatcc tccttggact ctcctctcga 60 

cctgaggatc agaagccgct ctttgctgtg ttcctcccca tctaccttat cacagtgata 120 

ggaaacctgc ttatcatcct ggccatccgc tcagacactc gtctccagac gcccatgtac 180 

ttctttctaa gcatcctgtc ttttgttgac atttgctatg tgacagtcat tatccctaag 240 

atgctggtga acttcttatc agagacaaag accatctctt acagtgagtg tctgacccag 300 

atgtactttt tcttagcctt tggaaacaca gacagttacc tgctagcagc catggccatt 360 

gaccgctatg tggccatatg taatcccttc cactacatca ccattatgag tcacagatgc 420 

tgtgtcctgc ttctggttct ctccttctgc attccacatt ttcactccct cctgcacatt 480 

cttctgacta atcagctcat cttctgtgcc tcaaatgtca tccatcactt tttctgcgat 540 

gatcaaccag tgctaaaatt gtcctgttcc tcccattttg tcaaagaaat cacagtaatg 600 

acagaaggct tggctgtcat aatgaccccg ttttcatgca tcatcatctc ttatttaaga 660 

atcctcatca ctgttctgaa gattccttca gctgctggaa agcgtaaagc attttctacc 720 

tgtggctctc atctcacagt ggtgaccctg ttttatggaa gcattagcta tctctatttt 780 

cagcccctgt ccaactatac tgtcaaggat caaatagcaa caattatcta caccgtactg 840 

actcctatgc taaatccatt tatctatagt ctgaggaaca aagacatgaa gcagggtttg 900 

gcaaagttga tgcacaggat gaaatgtcag 930 



<210> 956 
<211> 945 
<212> DNA 

<213> Unknown (H38g806 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 956 

atggaaattg tctccacagg aaacgaaact attactgaat ttgtcctcct tggcttctat 60 

gacatccctg aactgcattt cttgtttttt attgtattca ctgctgtcta tgtcttcatc 120 

atcataggga atatgctgat tattgtagca gtggttagct cccagaggct ccacaaaccc 180 

atgtatattt tcttggcgaa tctgtccttc ctggatattc tctacacctc cgcagtgatg 240 

ccaaaaatgc tggagggctt cctgcaagaa gcaactatct ctgtggctgg ttgcttgctc 300 

cagttcttta tcttcggctc tctagccaca gctgaatgct tactgctggc tgtcatggca 3 60 

tatgaccgct acctggcaat ttgctaccca ctccactacc cactcctgat ggggcccaga 420 

cggtacatgg ggctggtggt cacaacctgg ctctctggat ttgtggtaga tggactggtt 480 

gtggccctgg tggcccagct gaggttctgt ggccccaacc acattgacca gttttactgt 540 

gactttatgc ttttcgtggg cctggcttgc tcggatccca gagtggctca ggtgacaact 600 

ctcattctgt ctgtgttctg cctcactatt ccttttggac tgattctgac atcttatgcc 660 

agaattgtgg tggcagtgct gagagttcct gctggggcaa gcaggagaag ggctttctcc 720 

acatgctcct cccacctagc tgtagtgacc acattctatg gaacgctcat gatcttttat 780 

gttgcaccct ctgctgtcca ttcccagctc ctctccaagg tcttctccct gctctacact 840 

gtggtcaccc ctctcttcaa tcctgtgatc tataccatga ggaacaagga ggtgcatcag 900 

gcacttcgga agattctctg tatcaaacaa actgaaacac ttgat 945 



<210> 957 
<211> 565 
<212> DNA 

<213> Unknown (H38g807 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 957 

cactggaaaa 

caaatccttt 

gacttggaaa 

gacacctttc 

attgctggta 

agctcagggg 

attttattgt 

taatgcaact 

aaagtcaagt 

gaagcatcat 



ttttaagaag 
actcagagga 
tcccaaactt 
tcaaagacat 
tttttttact 
aagcataaag 
aggagcacag 
gcctcagtga 
aataaagaca 
ttttcaaaaa 



aaacagcaag 
caaaacttgt 
tttctgtgaa 
agtgaggtat 
ctttctctaa 
catttcccac 
gattgtacct 
ggcacactgt 
taaaatgagc 
gtgca 



atgatacatg 
tacatacaga 
cttaattagg 
tgtacaacta 
gatcatttca 
ctgcgtgtct 
tagttttgct 
ggttaaaccc 
tctgaaagta 



aaattatata 
tacaaagctt 
tggtccacct 
tgctgctgag 
tccatatgtg 
cacctctcaa 
gctacccaca 
ttactaaacg 
ttcttcagag 



gaccttatgc 
gttttgtact 
tgcctgttct 
tggtggtccc 
caatcccatc 
atatgtcctt 
actcatgctc 
ttttcatctt 
gaaagcaatg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
565 



<210> 958 
<211> 939 
<212> DNA 

<213> Unknown (H3 8g808 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 958 

atggaaaaaa 

gcagagcagc 

gggaacatgc 

ttcttcctta 

atggtagtga 

ctcttcttct 

gatagatatg 

tgtgtccagc 

gtcctaatag 

ctcaatcctc 

gcagtaggcg 

atcttctcca 

tgcagctgcc 

agcccttcat 

gtggctccga 

cttcagaaaa 



gaaatctaac 
agcacctcct 
tcatcattgc 
gtaacttggc 
atatcttgac 
tcgtttcttt 
tggcgatttg 
tagtggctgg 
cacagctgtc 
tcctgcagct 
atctattggc 
ctgttctgaa 
acctgtcagt 
ccccccatat 
tgctgaatcc 
tgcttctcaa 



agttgtcagg 
gtctgtgctc 
gacgattggc 
ctttgttgac 
tggcaccaag 
tgtgaatatg 
ccacccctta 
actgtggctt 
cttctgtgcc 
ctcttgctct 
tctcacgccc 
gatcacctct 
ggtggtgttg 
gcctgagagc 
tttcatctat 
gtgcacagtc 



gaattcgtcc 
tttctctgta 
tttgactctc 
atctgcttta 
actatctctt 
gacagcctcc 
cattacaccg 
gttacttacc 
tccaatatca 
gacgtctcct 
cttgtctgta 
actcagggca 
ttttacggca 
gacactctgt 
accctaagga 
tttcagcag 



ttctgggact 
tgtatttagc 
acctccattc 
cgtcgactac 
ttgcaggctg 
ttctgtgtgt 
ccagaatgaa 
tccacgccct 
tccatcattt 
tcaatgtaat 
tcctcgtatc 
agcagagagc 
cagccatcgc 
caaccatcat 
acagggatat 



tcctagctca 
caccaccttg 
ccctatgtac 
agtcccccaa 
cctcacccag 
gatggcgtat 
cctgtgcctt 
cctgcatact 
cctctgtgat 
gatcattttt 
ttatggactt 
tgtttccacc 
cgtctatttc 
gtattcaatg 
gaagagggga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
939 



<210> 959 
<211> 936 
<212> DNA 

<213> Unknown (H38g809 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 959 

atggatggag 

cctgagcagc 

ggaaatgtgc 

ttcttcctgg 

atgctggtga 

ctctacttcc 

gaccgctatg 

tgtatcttac 

ctcctcatga 

atgtatgtat 

gccacaggct 

attatcagag 

tgtgcctccc 



gcaaccagag 
agcagatcct 
tcatcatcct 
ccaacctctc 
acctccagtc 
tggtctcctt 
tggccatctg 
tcctttcctt 
ccagagtgac 
tgctgaggat 
gcttcatctt 
ccatcctcag 
atttgggtgc 



tgaaggttca 
gttttggatg 
ggccatcagc 
cttcactgac 
ccataacaaa 
ggtggccctg 
ctgccccctc 
gtgttgggtc 
cttctgtggg 
ggcatgttcc 
cctcattccc 
aataccctca 
agtctccctc 



gagttccttc 
ttcctgtcca 
tctgattccc 
ctcttctttg 
gccatctcct 
gacaacctca 
cactacacca 
ctatccgtcc 
tcacgaaaaa 
aacattcaga 
tttggattcg 
gtctctaaga 
ttctatggga 



tcctggggat 
tgtacctggt 
gcctgcacac 
tcaccaacac 
atgcagggtg 
tcctggctgt 
cagccatgag 
tctatggcct 
tccactacat 
ttaatcacac 
tgatcatttc 
aatacaaagc 
cactttgtat 



gtcagagagt 
cacggtggtg 
ccccgtgtac 
aatccccaag 
tctgacgcag 
gatggcatat 
ccctaagctc 
catacacacc 
cttctgtgag 
agtgctgatt 
ctatgtgctg 
cttctccacc 
ggtataccta 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 



386 
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aagcccctcc atacctactc tgtgaaggac tcagtagcca cagtgatgta tgctgtggtg 
acacccatga tgaatccctt catctacagc ctgaggaaca aggacatgca tggggctctg 
ggaagactcc tagataaaca ctttaagagg ctgaca 

<210> 960 
<211> 951 
<212> DNA 

<213> Unknown (H38g810 nucleotide) 



840 
900 
936 



<220> 

<223> Synthetic construct 



<400> 960 

atgggaatgt 

tctgaagacc 

ggaaatctgc 

tttttcctaa 

atgctcgtga 

atgtatttct 

aaccgctgtg 

tgtgtgttgc 

ctcctggtga 

gtcaaccctg 

acagaagggc 

attctcatcg 

tgcagctccc 

cagcctttgt 

acatcagtgt 

cagaaattga 



ccaacctgac 
agaggccact 
tcatcatctt 
gcatcttgtc 
acttcttatc 
tcctggtttt 
tagccatttg 
tactagcatt 
atcggctcac 
tgctgaaact 
tggcctctgt 
ctgttctcaa 
atctcactgt 
ccagctatac 
tgaacccatt 
taaacaagat 



aagactctct 
ctttgccctc 
ggctatccac 
ctttgctgat 
agagaaaaag 
tggaaacata 
taacccattc 
ccccatcact 
cttttgtaca 
gtcctgctcc 
gatggctcca 
gattccctca 
ggtgattctg 
tgtcaaggac 
tatctacagt 
taagtctcaa 



gaatttattc 
tttcttatca 
tctgatcctc 
atttgctaca 
accatttcct 
gatagttatc 
cattatgtca 
ttctcctatt 
tcaaatgtta 
tccacctttg 
tttgtctgta 
gcagctggaa 
ttttatggga 
cgaatagcaa 
ttaagaaaca 
atgagtaggt 



tcttgggact 
tatacctggt 
gacttcaaaa 
caacagtcat 
atgctgaatg 
tcctggcggc 
ctgttatgaa 
tccactctct 
tccatcattt 
tcaatgaaat 
tcatcatctc 
aacacaaagc 
gtattagcta 
caatcaacta 
aagacatgaa 
tctctacaaa 



ctcctctcgg 
cactttgatg 
ccctatgtat 
agtcccaaag 
tctggcacag 
tatggccatc 
ccgcagatgc 
cctacatgtc 
tttttgtgat 
tgtggccatg 
ttatctaaga 
cttctccacc 
tgtctatttg 
cactgtgttg 
acggggctta 

g 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
951 



<210> 961 
<211> 926 
<212> DNA 

<213> Unknown (H38g811 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 961 

atgctgaata 

ctgcagcctt 

ggagccattc 

ctgggaaacc 

cagaacttcc 

ttcttccact 

tttgtggcta 

cagatggcca 

acctctcgct 

ccattgctaa 

tgggcccctt 

agactcattc 

tagttattct 

ccatggacca 

cactgatcta 

ggtggctttg 



caacctcagt 
ttctcttcgt 
tgatgattgt 
tgtcctgcct 
tctctgcaca 
tcctgggcag 
tttgcaagcc 
tcacaatctg 
tgaacttctg 
agctgagctt 
ctttctcaca 
ttttagcatg 
tttgtatgca 
ggaccggatc 
cactttgagg 
gcctaaagaa 



cactgaattt 
tgttttcctt 
catctctgat 
ggacatctgc 
caaagcaatt 
cacagaggcc 
acttcgctac 
gatgattggt 
tggttctaac 
aatcagtggc 
ttactctcct 
ctccgcaaag 
cctgttctct 
actgccatca 
aacaaggaag 
atcttg 



ctccttttgg 
accatctact 
cctagactcc 
tactccagcg 
tctttcttgg 
atgttgttgg 
actgtcatta 
tttttccatg 
cgtatctatc 
tgctcagtac 
atttctacat 
cactgtccac 
tcacctatat 
tgtatactgt 
tgaaaggggc 



gagtgacaga 
tcatcagtgt 
attcccctat 
taacactgcc 
gatgcataag 
ccgtgatggc 
tgaaccctca 
ccctgctgca 
acttcttctg 
tgtcacaggg 
tatcacccat 
ttgtgcctcc 
tcatcatgcc 
ggtcactcca 
ctttaataga 



cattcaagaa 
ggctgggaat 
gtatttcttc 
aaaaatgctg 
ccaactccat 
atttgaccgc 
gctctgtacc 
ctccctaatg 
tgatgtgaag 
acaatcgcca 
ctcttcttca 
cacttcatgg 
tcagggacct 
gtactaaacc 
gcaatgaaaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
926 



<210> 962 
<211> 983 
<212> DNA 

<213> Unknown (H38g812 nucleotide) 



387 
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<220> 

<223> Synthetic construct 



<400> 962 

tcagtggacc 

tccttggaaa 

ctgggaaacc 

tatattctgc 

aggttgatct 

caaaagttct 

tatgataggt 

atgtgcatgt 

tttgtttttg 

attttcctcg 

ctgccaacag 

ttattctggt 

cgtaggctca 

ggcctttccc 

ctgtcttaaa 

ggctgaatca 

cacaggataa 



aagtaaatga 
tgcagttttt 
tcttcattgt 
tggccaacct 
acgatctttt 
ttatccatgt 
acactgcgat 
ttttggtagc 
tcataaatta 
ggttattaaa 
tggattcata 
cactgtccaa 
catcaccgta 
tactaagtca 
tcctgccatc 
acatatttta 
atgccatgga 



ctctctggta 
cctttttctc 
gttcacagtg 
atcgctcatt 
tactgattgt 
tacgggagga 
ctgcaagcct 
agcagcttgg 
accttctgtg 
cttgcatgca 
tcgatgggca 
cgacattcct 
gtggttttgt 
ttggataaat 
tatactttaa 
aattctatgg 
cca 



acagaatttg 
ttcttctctt 
atctttgatc 
gacttgagcc 
aaagttattt 
gttgaaatgg 
ctccactatc 
gtcattgggg 
gccctaataa 
tggacactta 
ccttcttttt 
caaatgattt 
tttttgctcc 
tttttgccat 
ggaacaaaga 
agacgacata 



tattacttgg 
tattctatgt 
ctcacttaca 
tttcatctac 
ccttccataa 
tgctgctgat 
caactattat 
tgattcatgc 
tgtggggagc 
cgggctagaa 
cttaattgta 
atccaaagca 
atgcatgttt 
catgaacttt 
tatgaagttt 
acacatttgg 



acttgcacaa 
gggaattatc 
ctcccccatg 
cacagttcct 
ttgtatgata 
agtcatggaa 
gaatcccaaa 
tatgtctcag 
ttttattgtg 
tttgtggtca 
tcatacattt 
ttcttcactt 
ctctacgtgt 
gttgtcaccc 
gcaatgagaa 
ttgatgagag 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
983 



<210> 963 
<211> 817 
<212> DNA 

<213> Unknown (H38g813 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 963 

atgtggatca 

ccctggctag 

aaatatctcc 

ttttgtctct 

gctggtcaac 

ctatatattt 

ccgttacgct 

tatccacatg 

tctcacagtg 

tccagccctt 

actaggcgct 

tgctcaggca 

tgcctcacat 

gcctccctct 



acaatcaaag 
agacacccct 
attatcctag 
aatctatcct 
ctccggggac 
ttggccctgg 
gccatatgca 
gctgctggca 
gtggccccaa 
ttgaaactag 
ttgcttctcc 
gtaatgagaa 
ttgctggtgg 
agctattctc 



ctcgctagat 
ctgtaatctt 
tttcccatct 
ttctggacct 
cagaaaagac 
gttctactga 
agccccttca 
cttggatcag 
gatgtggaca 
cctgtattga 
tgatgccact 
tctgctctgc 
tctccctctt 
atgaccgggg 



gattttatcc 
tctggtggcc 
ggatccccag 
ctgctatacc 
cattagctat 
atgcatactt 
ctacccagtc 
tggctttgct 
gagggtgttg 
tattcgtgtg 
caccctcatc 
tgaaagtcgc 
ctacttcaca 
gaagatc 



tattgggatt 
tacatctttt 
cttgacagtc 
accagcactg 
gggggttgtg 
ctagccatca 
atcatgaacc 
aactcccttg 
gaccatttct 
aatgaaatgg 
ctgggcactt 
tggaaggctt 
gccatcagta 



ttctgaccgt 
ccctatttgg 
ccatgtactt 
tcccacagat 
ttgcccaact 
tggcctttga 
atagacgctg 
tccagtccac 
tctgtgaagt 
agctcaatgt 
atgtgttcat 
tcaatacctg 
tgtatgtcca 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
817 



<210> 964 
<211> 945 
<212> DNA 

<213> Unknown (H3 8g814 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 964 

atgaatgtct 

ttctcttgtg 

ctgactataa 

actcccatgt 

acagttccca 

tgttttctcc 



ctgagccaaa 
agtggacaat 
cagggaatgg 
acatgttcct 
agatgttggt 
agttttattt 



ttccagcttt 
tcagatcttc 
agccattgct 
gggaaatttc 
caacttcctt 
cttcttctct 



gcttttgtaa 
ctcttctcac 
tttgtcctgt 
tcctttttag 
tcagagaaaa 
ttgggtacat 



atgaatttat 
tctttactac 
ggtgtgaccg 
agatatggta 
aaaacatctc 
cagaatgctt 



actccaaggt 
aacatatgca 
gcgacttcac 
tgtctcttct 
ctttgctgga 
gcttttgact 



60 
120 
180 
240 
300 
360 



388 
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gtgatggcct 
actgggcatc 
ctgatcccca 
gttgtgtgtg 
ctgttttgct 
tcctatactc 
gccttctcta 
gtcatgtatg 
ttctatgcta 
ataaaggcag 



ttgatcagta ccttgctatc tgccgtccct tgctctatcc taatatcatg 
tctatgccaa actggtcata ctgtgctggg tttgtggatt tctgtggttc 
ttgttctcat ctctcagatg cccttctgtg gcccaaacat tattgaccat 
acccagggcc acgatttgca ttggattgtg tttctgcccc aagaatccaa 
acactctaag ctcattagtt atttttggta acttcctctt tattattgga 
ttgtcctgaa agctatgttg ggtatgcctt caagcactgg gagacataag 
cctgtgggtc tcatttggct gtggtatcac tgtgctatag ctctcttatg 
tgagcccagg actcggacat tctacaggga tgcagaaaat tgaaactttg 
tggtgacccc actcttcaat ccccttatct atagcctcca gaataaggag 
ccctgaggaa agttctgggg agttccaaca taatc 



420 
480 
540 
600 
660 
720 
780 
840 
900 
945 



<210> 965 
<211> 915 
<212> DNA 

<213> Unknown <H38g815 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 965 

atggtgactg aattcatttt tctgggtctc tctgattctc agggactcca gaccttccta 60 

tttatgttgt tttttgtatt ctatggagga atcgtgtttg gaaaccttct tattgtcata 120 

acagtggtat ctgactccca ccttcactct cccatgtact tcctgctagc caacctctca 180 

ctcattgatc tgtctctgtc ttcagtcaca gcccccaaga tgattactga ctttttcagc 240 

cagcgcaaag tcatctcttt caagggctgc cttgttcaga tatttctcct tcacttcttt 3 00 

ggtgggagtg agatggtgat cctcatagcc atgggctatg acagatatat agcaatatgc 3 60 

aaaccactaa actacactac aattatgtgt ggcaacgcat gtgtcggcat tatggctgtc 420 

gcatggggaa ttggctttct ccattcggtg agccagttgg cctttgccgt gcacttaccc 4 80 

ttctgtggtc ccaatgaggt cgatagtttt tattgtgacc ttcctagggt aatcaaactt 540 

gcctgtacag atacctacag gctagatatt atggtcattg ctaacagtgg tgtgctcact 600 

gtgtgttctt ttgttcttct aatcatctca tacactatca tcctaatgac catccagcat 660 

cgccctttag ataagtcgtc caaagctctg tccactttga ctgctcacat tacagtagtt 720 

cttttgttct ttggaccatg tgtctttatt tatgcctggc cattccccat caagtcatta 780 

gataaattcc ttgctgtatt ttattctgtg atcacccctc tcttgaaccc aattatatac 840 

acactgagga acaaagacat gaagacggca ataagacagc tgagaaaatg ggatgcacat 900 

tctagtgtaa agttt 915 

<210> 966 
<211> 953 
<212> DNA 

<213> Unknown (H38g816 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 966 

atgacattac ccagcgatga ctccactgtc ccagtctctg aattcctcct catctgcttc 60 

cccaactttc agagttggca gcacttgctg tccctgcccc tcagcctcat ttcctcctgg 120 

ccatggggac caacacccac cccccccatc accatccacc tggaggcctc tctgcacctg 180 

cccctgtact acctgcccag cctcctctcc ctgctggaca tcgtgctctg cctcaccgtc 240 

atccccaagg tcctggccat cttctggttt gatcttaggt cgatcggctt ccctgcctgc 300 

ttccttcaga tgttcatcat gaacagtttc ctccccatgg agtcctgcac attcatggtc 360 

aaggactatg atcattatgt ggccatctgc cacccactgc agtacctgtc catcatcact 420 

catcaatttg tggccaaagc tagtgtcttc attgtggtgc agaatgcttt gctgctttca 480 

cctgttccta ttctctctgc ccagctccat tactgtagga aaaatgtgat tgagaactgc 540 

atctgtgcca acctgtctgt gtccaggctc tcctgtgata atttcaccct taacagactc 600 

taccaatttg tggctggttg gaccttcctg ggctcggatt tcatcctcat cttcctctcc 660 

tacaccttca ttctaagagc tgtgcttaga ttcaaggtgg agggggtggc agtgaaggcc 720 

ctgagcacat gtggctccca ctttatcctc atcctcttct tcagcacctg ctggttgtgg 780 

tgttgacaaa tgtggccaga aagaaggtcc ccatggacat cctgatcctg tttaatgtcc 840 

ttcatccctt tagtcctcct gcattaaacc ctatcatatg tggatttcaa actaaagagt 900 



389 
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taaagaagga attttagaag ttgctgcaga ggggcctttg aaaacacgga agg 



953 



<210> 967 
<211> 954 
<212> DNA 

<213> Unknown (H38g817 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 967 

aaacacaatc 

aaccctgggc 

ataggcaatc 

tgtacttttt 

ccccaaagat 

ggtatgccaa 

cagcaacgaa 

tgccagagaa 

cactatttct 

attgtcacgg 

caataataaa 

atatcctaca 

aaagccttct 

ttatttattt 

gtgttttata 

gaagtaaaag 



acacggcagt 
tgcaggctcc 
tgggcatggt 
ccttaaacat 
gtttagtgaa 
tcacagagca 
caatgagccc 
aatacgggag 
caaaaggaag 
tgaagggacc 
ggcgatgacc 
tgtttattct 
ccacctgtag 
acttgcaacc 
ccctgttgat 
atgctctaaa 



gaccaaggtg 
actgtttgga 
tatctttgac 
ttggcaatca 
acctcatatg 
cgctttgaga 
tacaaaccca 
gagcaaataa 
tgagtcaaaa 
gctaaaatgt 
gcaggaaccg 
agtggccaat 
ctctcatctg 
caagtccagt 
tcctatgctg 
gagaacttta 



actgaattta 
ctcttcctca 
ctactttgga 
ctgatctttg 
tgcacaaaga 
ggaacatcat 
tcactaaaca 
ccgttcccga 
cagtctccac 
gaatactccg 
aacatgctca 
ctcagaatga 
acagtggtga 
catactttgg 
aatccgttga 
accaatcgat 



ttctcatggg 
tcatatatct 
ctccaagcta 
gttactccac 
acacaatttc 
ctctcaccgc 
acttctgaac 
gctcgataaa 
caacccagac 
ttctgaaaaa 
tctccctctc 
actcaaggaa 
tcatgttcta 
ctattgataa 
tctacagcct 
tcaaaattcc 



gattacagac 
ggtcacagtg 
cacaccccca 
tgtcattggg 
ttttacaatt 
ggcattctat 
ccgatcatca 
acgtgtgcgc 
acaaccaaca 
aagaaaataa 
aattgttctc 
agggaggtac 
tgggacattg 
aatggcctca 
aaggaacaaa 
catt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
954 



<210> 968 
<211> 660 
<212> DNA 

<213> Unknown (H38g818 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 968 

tccaacctgt 

gacatgcagt 

ttggtccttt 

gtagccatct 

ttcgttttgg 

ttacaattca 

cttctcaacc 

actgtttggt 

attctaagga 

ctagcagttg 

tcaccacccc 



gctgggctga 
ctcatagcag 
ttgcatgtat 
gtcgccctct 
tgtccttttt 
ctttcttcag 
ttgactgttc 
tttcttccca 
tgtcatcgtc 
tttgctgatt 
ccaggaatgg 



catcggtttc 
agtcatccct 
agaagacatg 
gcactaccca 
ccttagcctg 
taatgtggaa 
tgacaccgtc 
tttcagggat 
agatgggaag 
tgatggaaca 
tgtggcggcg 



acctcggcca 
tatgcgggct 
ctcctgactg 
gtcatcatga 
ttggattccc 
attgctaatt 
atcaatagca 
cctttgtctt 
tataaagcct 
ggcattggca 
tcagtgatgt 



tggttcccaa 


gatgattgtg 


60 


gcctgacacg 


gatgtctttc 


120 


tgatggccta 


tgactgcttt 


180 


atcctcacct 


ctgtgtcttc 


240 


agctgcacag 


ttagattgtg 


300 


ttgtctatga 


gccatctcaa 


360 


tatttatata 


tttcgatagt 


420 


agtataaaat 


tgtcccctcc 


480 


tcgccacctg 


tggctctcac 


540 


tgtacctgac 


ttcagctgtg 


600 


acgctgtggt 


cacccccatg 


660 



<210> 969 
<211> 933 
<212> DNA 

<213> Unknown (H38g819 nucleotide) 



<220> 

<223> Synthetic construct 
<400> 969 

atggaaaaaa gcaataatag cactttgttt attctcttgg ggttttccca aaataagaac 
attgaagtcc tctgctttgt attatttttg ttttgctaca ttgctatttg gatgggaaac 
ttactcataa tgatttctat cacgtgcacc cagctcattc accaacccat gtatttcttc 



60 
120 
180 
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ctcaattacc 
gttgacttac 
accacccatt 
tatgtggcca 
acaatcatca 
accatctttg 
cctttgctga 
tcaggcttaa 
tataccatca 
catgtaattg 
acaacattct 
aaccctctca 
tgttgtcaaa 



tctcactctc 
tggcagaaag 
tttttggagg 
tttgcaagcc 
tagtttgttg 
taccattttg 
aattggcctg 
ttgctttggt 
gagcatactc 
ttgtggtcct 
cagaagataa 
tatacacgct 
tactcctgaa 



cgacctttgc 
aaagaccatt 
catagagatc 
cctgcactac 
tactggggga 
tggcccaaat 
ttctaatata 
gacatttgtt 
tgcagagaga 
gttttttgct 
agtgtttgcc 
gagaaacaca 
aagaaatcaa 



tacacatcca cagtgacccc caaattaatg 
tcctataata actgtatgat acaactcttt 
ttcattctca cagggatggc ctatgaccgc 
accattatta tgagcaggca aaagtgtaac 
tttatacatt ctgccagtca gtttcttctc 
gagatagatc actacttctg tgatgtgtat 
cacatgatag gtctcttagt cattgctaat 
gtcttgttgt tgtcttatgt ttttatattg 
cgcagcaaag ctcttgccac ttgtagttct 
cctgcattgt tcatttacat tagaccggtc 
cttttttata ccatcattgc tcccatgttc 
gagatgaaga acgccatgag gaaagtgtgg 
ctt 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
933 



<210> 970 
<211> 666 
<212> DNA 

<213> Unknown (H38g820 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 970 

cggaacttct ctttcttaga aatctcattt acaaccgtat gcatccccag atttctgggg 60 
gcaattatca ccaggaataa gactatttcc tataacaact gtgcagccca actctttttc 120 
tttatcttca tgggggtgac tgaattttac attttaactg ccatgtccta tgaccgctat 180 
gttgccatct gcaagcccct tcattacaca tccatcatga acaggaaact ctgcactcta 240 
cttgtgctgt gtgcctggct aagtgggttt ccgaccattt tcccacccct tatgcttctc 300 
ctccagctgg actactgtgc ttccaacgtc attgatcact ttgcatgtga ctattttccc 3 60 

ctcttacaac tatcttgttc agatacatgg ctcctagaag taattggttt ttactttgct 420 
ttggttactt tgctgttcac tttggcatta gtgattttat cttacatgta cattatcagg 480 
accattttga gaatcccgtc tgccagtcaa agaaaaaagg ctttctccac ttgttcttct 540 
cacatgattg tcatttccat ttcttatgga agctgtatat tcatgtatgc taatccatct 600 
gcaaaagaaa aggcatcatt gacaaaagga atagctattc tcaatacatc tgttgccccc 660 
atgctg 666 

<210> 971 
<211> 799 
<212> DNA 

<213> Unknown (H38g821 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 971 

ataattttgt gttttttcat cataggtaac tctcaggata attcccaaat gactttgatg 60 

gataacattt cagaagtgac agaattcgtt ctcgtggggt taacagatgt cctagagctt 120 

caggtccctt tatttatcat ctttactgtc atttatctca ccactctggt tgggaacttt 180 

gggatgatca tgttgattct gttggactcc cggctccaca ttcccatgta ctttttcctt 240 

ggcaaactct ctctggtgga cagtgtttgt cctgctagtc actggctcct acatctgtgg 300 

actctttcaa tcctccatcc atgttgcttt tactttccat ctctccttct gtcattctaa 360 

tgtggttaat cacttttttt gtgatattcc accactctta gctctttctt gctctgatat 420 

ttacgcacat gagattgtgc tcttcatatt ggcagcattt aatatctttt tcactctctt 480 

gattatcttg aactcttatg tttttatttt tattgctatc ctgaggatgc attcagctga 540 

gggacaaaag aaggtctttt ccacctgtgc ctatcacctc actactgttt ccatcttcta 600 

tgggacaatc acctttatgt acttacagcc aagttctggt cattccatgg acacagacaa 660 

aatctcatct gtgttctaca ccatggtcat ccccatgctt aaccctctag tctatagcct 720 

gaggaacaaa gaagtccaga gtgcattcaa ggtggttatt ggaaaagcaa agtcttcatt 780 

gggcttagcc tactattta 799 



<210> 972 
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<211> 946 
<212> DNA 

<213> Unknown (H3 8g822 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 972 

tggtaacctg tcttcaacca gtctgcccca ctgagtttgt gttccgtgtg ttcaccacag 60 

tccctgaatt tcaggttctt ctcttccttc tcttcctcct cttctacttg atgatcctct 120 

gtggcaacac agccatcatc tgggttgtgt gcacatacag cgttctccga accccaatgt 180 

atttcttctt gtccaacctg tcctttgtag agatctgcta caccaccgtt gtggtgccct 240 

tgatgctttc caacattttt ggggcccaga agcccattcc attggctgga tgtggggccc 300 

aaatgttctt ctttctcaca cttggtggtg ctgactgttt cctcttggcg atcgtggcct 360 

atgaccgcta tgtggccatc tgccaccctt tgcactaccc ctcatcatga cctgcaatct 420 

gtgcgtgcag atgctgggcg gcgctgtggg cctggccctc ttcctctccc tgcagctcac 480 

cgccttaatc ttcaccttgc ccttctgcgg ctaccgccag gaaattaacc acttcctctg 540 

cgatgtacct cccgtcctgc gcctggcctg cgctgccatc cgtgttcacc aggctgtcct 600 

ctatgtcgtg agcatcctcg tgctgaccgt ccccttcttg ctcatctgcg tctcctacgt 660 

gttcatcacc tgtgccatcc tgagcatccg ttctgctgag ggccgccacc aggccttctc 720 

cacctgctcc tcccacctca ccgtggtcct gctgcagtat ggctgctgtg ccttggcata 780 

cttgcatccc cagtccagct cctctgcaga tgaggatcgc cagtttgccc ttgtttacac 840 

ctttatcaca ccattactca accctttgat ttacaccctt aggaacaagg atgtcaaagg 900 

tgcccttgaa aaaagtgctc agtaccaaag ggacacctga gtcctt 946 

<210> 973 
<211> 936 
<212> DNA 

<213> Unknown (H38g823 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 973 

atgtagaaca gtagagaggc gtcacagttc atcttcctag gactaagcaa tgtcccagaa 60 

ctgcaggtcc ccttctttat catgtttgtt ctcatctatc tcatcaatgt agttggaaac 120 

ttggggatga tcattttgat tctctggtac tctcagctcc acaatccaat gtacttcttc 180 

ttcagtaatc tgtctctggt agactttttt tactcttcag ttgtcactcc aaaggtcatg 240 

actgggctcc ttagagaaga caaaatcatt tcctatactg tgtgggctac tcagacattc 300 

ttttctgatt cctttgccag tgtggtaaat ttattattgg ccttaatggc ctctggccac 360 

tatgcagcag tgtgcaaacc cctgcattac accaccacca tgatgacaag tgtgtgtaca 420 

tgtctggcca taggttgata cgttggtggt ttcctgaatg cctccattca cactggggaa 480 

acattcagtc tctttctgta tgtccagtga agtccatcac tttttctgtg aggttccagc 540 

agtcatggct ctgtcttgct ctgatagaca tgtgaatgta gtggttcttg tttatgtaac 600 

cagctcaata tcctctttgc ccttctagtt atcttgatat cctacttatt gatgtttatc 660 

accatcctaa agatgcactc aactgcagga taecagaagg ctttggccat ttgtgcctct 720 

cacctcactg cagttgccat cttctatggg actattatct tcatgcatat acagcccagc 780 

tccagtcatt ccattgacac agacaaaatt gcagctgtgt tttatactat tgtcttcccc 840 

atggtgaacc atgtggtcta aagattgaag aacaaggtga agagtacatt caagaaaatt 900 

gttgagaagg taaaattgtc cctaggattg tgagtt 936 

<210> 974 
<211> 954 
<212> DNA 

<213> Unknown (H3 8g824 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (954) 
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<223> n = A,T,C or G 



<400> 974 

atggctgggg 

aaggccctgc 

ggtaactccc 

ttcttcctgc 

accctggcca 

cagatgtacg 

tatgaccgat 

gcctgcatgg 

tgcctccctc 

tgacatcctg 

gatgacagcc 

ccgcatcctg 

acctgctcct 

aaccggccgc 

gtcatcacac 

gccctgcggt 



aaaaccatac 
agggccccct 
tgatcatcct 
gccaactctc 
atctgggctc 
tcttcattgt 
atgttgccat 
ccatggtggg 
atcttctctc 
ccagtactga 
accatagtct 
ggtgccaatc 
cccataggct 
aggcaggctc 
ccatgctcaa 
acttggtgaa 



tacactgcct 
gttctgggtg 
cctcacacag 
agtggtggag 
cccgcatccc 
cctgggcatc 
ctgccagccc 
tacctcctgg 
taccttttcg 
ggctggcaag 
tcattatgat 
tagcaatggg 
cgtggtctct 
ctctgaaacc 
ccccatcata 
gaggcggcgc 



gaattcctcc 
gtgcttctgg 
gtcagccctg 
ctcttctaca 
caggccatct 
tcggagtgct 
ctacgctatt 
ctcacaggca 
cagccacccg 
tgctgggaag 
ccccttctct 
cctcacccag 
ctcttctttg 
acagaccgcg 
aacacccacg 
ccctcgccgg 



ttctgggatt 
tctacctggt 
ccctgcactc 
ccactgacat 
ctttccaggg 
gcctgctcac 
ccaccctctt 
tcatcacggg 
atcatcccgc 
cacaggagcg 
ctgattgtca 
agccgccgca 
ggacagccag 
tcatcagtct 
ggaacaagga 
gaaggggctc 



ctctgacctc 
caccttgctg 
ccccatgtac 
cgtgcccagg 
ctgtgcagcc 
ggccatggcc 
gagcccacgg 
ccaccaccca 
actttctctg 
agatctccgt 
cctcttacat 
agtcttctcc 
catcacnnac 
cttcnacaca 
cgtgaggagg 
gggt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
954 



<210> 975 
<211> 933 
<212> DNA 

<213> Unknown (H38g825 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 975 

atggagacaa 

aaccctaagc 

gtggggaatg 

tacttttttc 

aagatgctgg 

cagatgtact 

atcgaccggc 

cattgcctac 

gtgctactta 

gacacccagc 

atgactgaga 

caaatcatcg 

acctgtggct 

tttaggcctc 

gtagtgacac 

ggtttgaaga 



agaattatag 
tgcagaaacc 
tgctcatcat 
tcagcaactt 
tgaattttct 
tcttcatggc 
tggtggccat 
tcatgctatt 
tgtctcgctt 
ctgtgctaaa 
ccttagctgt 
tcactgtgct 
cccacctcac 
tgtccatgta 
ccatgctgaa 
aattaagaca 



cagcagcacc 
tctctttgcc 
cctggccatc 
gtctttcatg 
atcagagaca 
atttgggaac 
ctgcaacccc 
gggttcttgc 
gtctttctgt 
gctctcctgc 
cattgtgacc 
cagaatcccc 
tgtagtggtc 
ctcagtgatg 
ccctttcatc 
cagaatttac 



tcaggcttca 
atcttcctca 
tactctgacc 
gatatctgct 
aagattatct 
actgacagct 
ttacactatg 
agcatctccc 
gcctctcaca 
tctgacacat 
cccttcctgt 
tctgcagcca 
ctgttctatg 
aagggccggg 
tacagcctga 
tea ' 



tcctcctggg 
tcatgtacct 
ccaggctcca 
tcacaacagt 
cttatgtggg 
acctgctggc 
atgtggttat 
acctacattc 
tcattaagca 
cctccagcca 
gtaccatctt 
ggaagtggaa 
ggagtgtcat 
tagecacagt 
ggaacaaaga 



cctctcttcc 
actcactgcg 
cacccctatg 
catagtgect 
ctgcctgatc 
ctctatggcc 
gaaaccatgg 
cctgttccgc 
ctttttctgt 
gatggtggtg 
ctcctacctg 
ggccttctct 
ctatgtctat 
tatgtacaca 
tatgaaaagg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
933 



<210> 976 
<211> 390 
<212> DNA 

<213> Unknown (H3 8g826 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 976 

atgaaaaata 

ctccaggtgg 

ctgactatcc 

ctccggaact 

attagcatca 

tttgccatgt 



aaaccgtgtt 
cagttttcac 
tcatcctcac 
tctccttctt 
caacagggaa 
tccttggggc 



aactgagttt 
ctttcttttc 
ettgetggae 
ggaaatttcc 
caagagtatc 
tacagagttt 



atccttctgg 
ettgegtatt 
tcccaccttc 
ttcacaaaca 
agetttgetg 
taccttctgc 



gtctaacaga 
tactcagcat 
agactcccat 
tcttcattcc 
gctgcttcac 
tgccattcct 



tgtccctgaa 
ccttggaaat 
gtatttcttt 
aagggtcctg 
tcagtatttc 
atgacegcta 



60 
120 
180 
240 
300 
360 
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tgtgccatct gcaaactgat gactatgcac 



390 



<210> 977 
<211> 933 
<212> DNA 

<213> Unknown (H38g827 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 977 

atggagataa 

aaccctcagc 

gtggggaatg 

tacttttttc 

aagatgctgg 

cagatgtact 

atcgaccggc 

cattgcctgc 

gtgctactta 

gacacccagc 

atgactgaga 

cgaatcatgg 

acctgtggct 

tttaggcccc 

gtagtgacac 

ggtttgaaga 



agaactacag 
tgcagaaacc 
tgctcatcat 
tcagcaactt 
tgaattttct 
tctttatggc 
tggtggccat 
tcatgctatt 
tgtctcgctt 
ctgtgctaaa 
ccttagctgt 
tcactgtgct 
cccacctcac 
tgtccatgta 
ccatgctgaa 
aattacagga 



cagcagcacc 
tctctttgcc 
cccggccatc 
gtctttcatg 
atcagagaca 
atttgggaac 
ctgcaacccc 
gggttcttgc 
gtctttctgt 
gctctcctgc 
cattgtgacc 
cagaatcccc 
tgcagtagcc 
ctcagtggtt 
ccctttcatc 
cagaatttac 



tcaggcttca 
atcttcctca 
tactctgacc 
gatatctgct 
aaggttatct 
actgacagct 
ttacactatg 
agcatctccc 
gcctctcaca 
tctgacacat 
cccttcctgt 
tctgcagccg 
cttttctatg 
agggaccggg 
tacagcctga 
egg 



tcctcctggg 
tcatgtacct 
ccaggctcca 
tcacaacagt 
cctatgtggg 
acctgctggc 
atgtggttat 
acctacattc 
tcattaagca 
cctccagcca 
gtatcatctt 
ggaagtggaa 
ggagtattat 
tagecacagt 
ggaacaaaga 



cctctcttcc 
gctcgctgcg 
cacccctatg 
catagtgect 
ctgcctggcc 
ctctatggcc 
gaaaccaegg 
cctgttccgc 
ctttttctgt 
gatggtggtg 
ctcctacctg 
ggccttctct 
ttatgtctat 
tatgtacaca 
tatgaagagg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
933 



<210> 978 
<211> 939 
<212> DNA 

<213> Unknown (H38g828 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1)...(939) 
<223> n = A,T,C or G 



<400> 978 

atgecaaata 

agctttcagg 

ggaacctgaa 

cttatttctc 

atgetgetea 

gactttttcc 

accagtatat 

gcacacagct 

tcctgaccag 

cgcctctaat 

tggccttagt 

tccagacaat 

cctctcatgt 

cctctccagg 

gccccactgt 

aaagacctag 



agattgtggt 
tggctgtttt 
tcatcatcag 
cagaatctgt 
acattgecat 
acatcttctg 
tgccatctgc 
catcctcacc 
tcagcttcca 
ggaggtggtc 
agcactgttt 
tgtcagaatc 
cattatggtt 
aaagtgggtt 
taaatccctt 
tcagaaaaat 



gactgagttc 
tctgctccct 
ccatgacctt 
ectgettaga 
ggggaccaag 
ggggccacag 
aagcccctcc 
tgctggctac 
ttctgtgata 
tgcagtgggc 
ggcaccttgg 
cccgctgtcc 
accatgtgtt 
gatgtcaaca 
catctgtact 
gactttgtcc 



ttcctcacaa 
gatgettgee 
gctggacacc 
aatttgttcc 
acegttaget 
agttcttcct 
actaccccat 
taggtttctc 
cccacatcaa 
caaaggtget 
tactcatcac 
aggagaggaa 
atgacagctg 
angggagtgt 
ctgaggaacc 
gaaaataaa 



ggectgaegg 
ataccttgtg 
egcatgeaga 
agacagtcat 
ttgctgggtg 
cctgacagcc 
gctcataagt 
cttcatcatc 
gcatttcttc 
ggagatggtg 
cctgtcctat 
gaaggctttc 
cttctttatg 
ctctaatcaa 
aacaagttaa 



attacaaaag 
actgtctctg 
catctatgta 
cgtgcccaag 
cattacccag 
atggcctatg 
agtagagtct 
atgcctgtca 
tgtgactaca 
gattttaccc 
gtccagatca 
tctacctgtt 
tatgtcaagc 
tacaattatt 
gcaggtaatg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
939 



<210> 979 
<211> 951 
<212> DNA 
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<213> Unknown (H38g829 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 979 

atgaactcag agaacctcac ccgggccgcg gttgcccctg ctgaattcgt actcctgggc 60 

atcacaaatc gctgggacct gcgtgtggcc ctcttcctga cctgcctgcc tgtctacctg 120 

gtgagcctgc tgggaaacat gggcatggcg ctgctgatcc gcatggatgc ccggctccac 180 

acacctatgt acttcttcct ggccaacctc tccctgctgg atgcctgcta ttcctccgcc 240 

atcggcccca agatgctagt ggacctgctg ctgccccgag ccaccatccc ttacacagcc 300 

tgtgccctcc agatgtttgt ctttgcaggt ctggctgata ctgagtgttg cttgctggca 360 

gccatggcct atgaccgcta cgtggccatc agaaacccac ttctctatac aacagctatg 420 

tcgcagcgtc tatgcctggc cttgctggga gcatcaggcc tgggtggggc agtgagtgcc 480 

tttgttcaca caaccctcac cttccgcctg agcttctgcc gctcccggaa gatcaatagc 540 

ttcttctgcg atatccctcc actgctggcc atctcgtgca gtgacaccag tctcaatgaa 600 

ctccttctct tcgccatctg tggcttcatc cagacagcca cggtgttagc tatcacggtg 660 

tcttatggct tcatcgctgg ggctgtgatc cacatgcgct cggtcgaggg cagtcggcga 72 0 

gcagcctcca ccggtggttc ccacctcaca gccgtggcca tgatgtacgg gacactcatt 780 

ttcatgtacc tgcgccccag ctccagctat gccctggaca ctgacaagat ggcctctgtg 840 

ttctataccc tggtcatccc gtctctcaac ccactcatct acagcctccg caataaggag 900 

gtcaaggagg ccctcaggca gacctggagc cgattccact gtccagggca g 951 

<210> 980 
<211> 948 
<212> DNA 

<213> Unknown (H38g830 nucleotide) 



<220> 

<223> Synthetic construct 
<400> 980 

atggtgatcc tgtcctggga aaaccaaacg atgagagtgg aattcgtgct tcaaggattc 60 

tcttccatca gacagttaaa tattttcctc tttatgataa ttttagtttt ctacatctta 120 

actgtttctg gaaacatcct cattgtcctt ctagttttag tcagacatca tctccacacc 180 

cctatgtact tcctcctggt gaacttgtcc tgtctggaga tctggtatac ctctaacatc 240 

atccccaaaa tgttgctgat tatcatagct gaatagaaga ctatctctgt ggctggctgg 3 00 

ctggcacaat tctacttctt cggatccctg gctgccacgg agtgcctctt gctcactgtg 360 

atgtcctatg atcgctacct agccatctgc cagcctcttt gctaccgtgt cctcatgact 420 

ggcccccttt gcatcaggct agctgctggc tcttggttct gctgcttcct ccttacagca 480 

atcaccatgg tcttgctatg tagactaacc ttctgtggac cctatgaaac tgatcacttc 540 

ttttgtgact tcacccctct ggttcatctc tcctgcatgg atacctcagt gactgagacc 600 

attgcctttg ccacctcttc tgcagtaact ctgatcccat ttctcctcat tgtagcctcc 660 

tactcctgcg tcctttctgc tatcctaaga atcccatctt gcacaggcca gaaaaaggcc 720 

ttctccacct gctcttccca cctcactgtg gtcatagtgt tttatgggac actgattgcc 780 

acataccttg tgccctcagc caactcatcc caactcttgt gcaaagggtc ctctctgctc 840 

tacatcatcc tgacacccat gtttaacccc atcatttata gcctgagaaa tagagacatc 900 

catgaagctc tgaagaagtg cttgaggaag aagtcaggtg tttgcctt 948 



<210> 981 
<211> 925 
<212> DNA 

<213> Unknown (H38g831 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 981 

gagtaaatgg gaacaagtaa taatgttaca gaatttgtcc tcccaggcct ctctcaggat 60 
cctgatgtgc aaaaagcatt atttgtaatg tttttactca catacaatgt gactatggtg 120 
ggcaaccttc tcattgtggt gaccattatt gccatcgcct ccttggactc cccagtgtcc 180 
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240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
925 



ttcttcctcg catgcctgtc atttattgat gctgtatatt ccacttcctt ttcccctaag 
ttgatgatag acttactctg tgataaaaaa gactgtttct ttcctggctt gcatgggcca 
gctatttata aactacccat ttggtggtat tgaggtcttt cttttggtgg gtatggcctg 
tgatcactat gtggacatct gtaagctact gcactatttg accatcatga actggcaggt 
ttgcatcctc ctgtttatgg tggctgtgac tggaggtttt tgcattctat gtttcaaatt 
gttgttgtgt acagtctccc tttctgtggc cccaatgtca ttgaccattt tgtgacatgt 
acccattatt ggaaatggtg tgcactgaca cttactttat aggcctcact gtgattgcca 
atggtggagc agtctgtatg gtcatcttca tccttctact aatctcctat ggagtcatcc 
taaactccct taaaacttat agtcaggaag gcgggcataa agccctgtct acctgcagct 
ccaacattac tgttgtgtcc ccttttttga tccctgtatt ttcatctatg ttagacctga 
ttcaaacttt cctattgata aattcatgac tgtgttttat acaattatca cacccatgtt 
gaatccatta atatacacac tgagaaattt agaggtgaga attgctgtga aaaatctctg 
gtgtaaaaac taaactatag taaga 

<210> 982 
<211> 958 
<212> DNA 

<213> Unknown (H38g832 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 982 

atggatagag taaataattc tgcggtatct aaatttgtat tgattggact ttcaagctct 
tgggagatgc atccttttct tttttggttc ttctctgtgt tctacatggg aattatcctg 
gaaaatctct tcattgtgtt cacagtaatt attgactctc atttaaattc cccaggtact 
gcctactggc caacatttat cttcttgatc tgggtcttct cctacagttc tgactttttc 
actaactgca gcatcatttc ttttccaaga tgcatgatac agatattttt catttgtgtc 
atgcgtaaaa attgagatgg tgctgctcat aaccatggca tagagcaggt acactgccaa 
tctgtaagcc tccccattac ctgaccacaa tgaaccccaa aatgtgtgtt tactttgttg 
gaggcatcct ggatagtcag gataatccat gctgtatctc agtttgtttt tgccataaac 
ttgccttttt gtggccctaa tagagtaggt agttttcact gtgattttcc ttatgtcatg 540 
aaacttgctt gtgtagacac ttacaaacta gaggttgtag tcactgctaa cagtgggctt 
atatccatag ctacctgttt cttattaata atatcctata ttttcatttc ggtaaccgtc 
tagaatcctt cttcaggaga cttatctaaa gcatttgtgt catgttagat cacatcacag 
tagggatttt gttttttatg ccatgtatat ttctctatgt gtagcctttg cctaaaacaa 
cacatgatta atatttgttc attgttcctt ttgctatcac ccctgtctag gatctacaca 
ttaagaaaca aagacatgaa cgtctccatg gaaagactgg gaaaatggat tgcaggttct 
agcaggatgt cataataaat ggtgcatatc cagagtgcaa gatgattcag tctcacca 958 

<210> 983 
<211> 927 
<212> DNA 

<213> Unknown (H38g833 nucleotide) 
<220> 

<223> Synthetic construct 



60 
120 
180 
240 
300 
360 
420 
480 



600 
660 
720 
780 
840 
900 



60 



<400> 983 

atggaaggaa taaataaaac tgcaaagatg cagtttttct ttcgtccatt ctcacctgac 
cctgaggtcc agatgctgat ttttgtggtc ttcctgatga tgtatctgac cagcctcggt 120 

240 
300 



ggaaatgcta caattgcagt cattgttcag atcaatcatt ccctccacac ccccatgtac 
tttttcctgg ctaatctggc agttctagaa atcttctata catcttccat caccccattg 
gccttggcaa acctcctttc aatgggcaaa actcctgttt ccatcacggg atgtggcacc 
cagatgtttt tctttgtctt cttgggtggg gctgattgtg tcctgctggt agtcatggct 360 
tatgaccggt ttatagcgat ctgtcaccct ctgcgataca ggctcatcat gagctggtcc 420 
ttgtgtgtgg agctgctggt aggctccttg gtgctggggt tcctgttgtc actgccactc 480 

540 
600 
660 



accattttaa tcttccatct cccattctgc cacaatgatg agatctacca cttctactgt 
gacatgcctg cagtcatgcg cctggcttgt gcagacacac gcgttcacaa gactgctctg 
tatatcatca gcttcatcgt ccttagcatc cccctctcat tgatctccat ctcctatgtc 
ttcatcgtgg tagccatttt acggatccgg tcagcagaag ggcgccagca agcctactct 720 
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acctgctctt ctcacatctt agtggtcctc ctgcagtatg gctgcaccag ctttatatac 780 

ttgtccccca gttccagcta ctctcctgag atgggccggg tggtatctgt ggcctacaca 840 

tttatcactc ccattttaaa ccccttgatc tatagtttga ggaacaagga actgaaagat 900 

gccctaagga aagcattgag aaaattc 927 



<210> 984 
<211> 987 
<212> DNA 

<213> Unknown (H38g834 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 984 

gattcagtgg accaagtaaa tgactctctg gtaacagaat ttgtattact tggacttgca 60 

caatccttgg aaatgcagtt tttccttttt ctcttcttct ctttattcta tgtgggaatt 120 

atcctgggaa acctcttcat tgtgttcaca gtgatctttg atcctcactt acactccccc 180 

atgtatattc tgctggccaa cctatcgctc attgacttga gcctttcatc taccacagtt 240 

cctaggttga tctacgatct ttttactgat tgtaaagtta tttccttcca taattgtatg 3 00 

atacaaaagt tctttatcca tgttacggga ggagttgaaa tggtgctgct gatagtcatg 360 

gcatatgata ggtacactgc gatctgcaaa cctctccact atccaactat tatgaatccc 420 

aaaatgtgca tgtttttggt agcagcagct tgggtcattg gggtgattca tgctatgtct 480 

cagtttgttt ttgtcataaa tttacccttc tgtggcccta ataatgtggg gagcttttat 540 

tgtgattttc ctcgggttat taaacttgca tgcatggaca cttatgggct agaatttgtg 600 

gtcactgcca acagtggatt catatcgatg ggcaccttct ttttcttaat tgtatcatac 660 

atttttattc tggtcactgt ccaacgacat tcctcaaatg atttatccaa agcattcttc 720 

acttcgtagg ctcacatcac cgtagtggtt ttgttttttg ctccatgcat gtttctctac 780 

gtgtggcctt tccctactaa gtcattggat aaattttttg ccatcatgaa ctttgttgtc 840 

acccctgtct taaatcctgc catctatact ttaaggaaca aagatatgaa gtttgcaatg 900 

agaaggctga atcaacatat tttaaattct atggagatga cataacacat ttggttgatg 960 

agagcacagg ataaatgcca tggacca 987 



<210> 985 
<211> 770 
<212> DNA 

<213> Unknown (H38g835 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 985 

tccatgtact tcttcctgac aaactttgca ggtctggaga tcttctactt tttcaccatt 60 

gcccctctga ctctggccaa tgtcctaccc atggggagaa acctcatttc cctgcccggc 120 

tgtggaggcc agatgttctt cttcatcttc ctgggaaggg ctgactgcat cctgctggcc 180 

gtcatggcct ttgactggtt tgtggccatc tgttgtcctc tctgttacgg cctcatcatg 240 

agctggaggt tgtgtgtcca gctgaccctg gggtctctgc tgttggggtt cttcttagcc 300 

atgcagctga ccgtgcttat cttccaactc cctttatgca gcagcaaaga aatcagcacg 3 60 

ttctactgtg atgtcctccc tgtcatgaga ctggcctgtg cagatacctg ggtccatgag 420 

gccactatgt ctatggtcag caccaccttt ctcaccgtcc ccttcctgct catcactctt 480 

tcctatgtct ccatcatggc cgccatcttg aagatttgct ctgcagaggg gaggcacaag 540 

gccttctcca cctttcctcc cacctgactg tggttctcct ccaggactga tgtacacgcc 600 

tcgccttctt gtgtcccagc tctagctact atcctgagag gggccaggca gtgtctgtgg 660 

tttacacctt cattacccct gtgctgaacc ctttgatcta cagcatgagg aacacagaac 720 

ttaaggatgc tttgaagaga gcaatgacga gggtcccgct gctctaaaca 770 



<210> 986 
<211> 915 
<212> DNA 

<213> Unknown (H38g836 nucleotide) 
<220> 
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<223> Synthetic construct 



<400> 986 

atggtgactg 

tttatgttgt 

acagtggtat 

ctcattgatc 

cagcgcaaag 

ggtgggagtg 

aaacccctac 

gcatggggaa 

ttctgtggtc 

gcctgtacag 

gtgtgttctt 

tgccctttag 

cttttgttct 

gataaattcc 

acactgagga 

tctagtgtaa 



aattcatttt tctgggtctc 
tttttgtatt ctatggagga 
ctgactccca ccttcactct 
tgtctctgtc ttcagtcaca 
tcatctcttt caagggctgc 
agatggtgat cctcatagcc 
actacactac aattatgtgt 
ttggctttct ccattcggtg 
ccaatgaggt cgatagtttt 
atacctacag gctagatatt 
ttgttcttct aatcatctca 
ataagtcgtc caaagctctg 
ttggaccatg tgtctttatt 
ttgctgtatt ttattctgtg 
acaaagacat gaagacggca 
agttt 



tctgattctc aggaactcca gaccttccta 
atcgtgtttg gaaaccttct tattgtcata 
cccatgtact tcctgctagc caacctctca 
gcccccaaga tgattactga ctttttcagc 
cttgttcaga tatttctcct tcacttcttt 
atgggctttg acagatatat agcaatatgc 
ggcaacgcat gtgtcggcat tatggctgtc 
agccagttgg cctttgccgt gcacttaccc 
tattgtgacc ttcctagggt aatcaaactt 
atggtcattg ctaacagtgg tgtgctcact 
tacactatca tcctaatgac catccagcat 
tccactttga ctgctcacat tacagtagtt 
tatgcctggc cattccccat caagtcatta 
atcacccctc tcttgaaccc aattatatac 
ataagacggc tgagaaaatg ggatgcacat 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
915 



<210> 987 
<211> 958 
<212> DNA 

<213> Unknown (H38g837 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 987 

atggatagag taaataattc tgcggtatct aaatttgtat tgattggact ttcaagctct 60 

tgggagatgc atctttttct tttttggttc ttctctgtgt tctacatggg aattatcctg 120 

gaaaatctct tcattgtgtt cacagtaatt attgactctc atttaaattc cccaggtact 180 

gcctactggc caacatttat cttcttgatc tgggtcttct cctacagttc tgactttttc 240 

actaactgca gcatcatttc ttttccaaga tgcatgatac agatattttt catttgtgtc 300 

atgcgtaaaa attgagatgg tgctgctcat aaccatggca tagagcaggt acactgccaa 3 60 

tctgtaagcc tccccattac ctgaccacaa tgaaccccaa aatgtgtgtt tcctttgttg 420 

gaggcatcct ggatagtcag gataatccat gctgtatctc agtttgtttt tgccataaac 480 

ttgccttttt gtggccctaa tagagtaggt agttttcact gtgattttcc ttatgtcatg 540 

aaacttgctt gtgtagatac ttacaaacta gaggttgtag tcactgctaa cagtgggctt 600 

atatccatag ctacctgttt cttattaata atatcctata ttttcatttc ggtaaccgtc 660 

tagaatcctt cttcaggaga cttatctaaa gcatttgtgt catgttagat cacatcacag 720 

tagggatttt gttttttatg ccatgtatat ttctctatgt gtagcctttg cctaaaacaa 780 

cacatgatta atatttgttc attgttcctt ttgctatcac ccctgtctag gatctacaca 840 

ttaagaaaca aagacatgaa cgtctccatg gaaagactgg gaaaatggat tgcaggttct 900 

agcaggatgt cataataaat ggtgcatatc cagagtgcaa gatgattcag tctcacca 958 



<210> 988 
<211> 982 
<212> DNA 

<213> Unknown (H38g838 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 988 

ctttctattt gcttctttct ttgcatattt tcagctgata tttaatctat gctagccatg 60 
gaacaaaata atggcactga agtgactgaa ttcattctcc tgggatttgc tggtcaacac 120 
aagtcttggc atatcctctc catagcattt ctagcaatct atgtggttac cccagtaggt 180 
aatattggaa tgatcctact tatcaaaatt gatgcttctc ttcatatccc catgtaaatt 240 
ttcctccaac acttggcatt tgttgatctc tgttacacct ctgctatcac tcccaagatg 3 00 

ttgaaaaact ttgtagaaac aaaaaaatct atctcatgta taggatgtat ggtgcaatta 3 60 
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ctagtttatg 
gttatgtggc 
ttaagctatt 
tcactttctc 
ctccaattat 
ttgtgggatt 
tggttgccat 
ctcccacctg 
tcgtattaat 
tcccatgtta 
actaacagaa 



gtactttgca 
cttctgtaac 
agttagttca 
attgaacttc 
tgccctacca 
aaatttgatg 
cctgaggata 
acagcagtca 
gagtctcaaa 
aaccccttga 
aaaaagtatt 



acaagtgact gctacatcct ggctgctatg gcagtagacc 
ccactccatt atccaggggt tatgtcccag agactctgca 
tatgtcatgg gtttcctaaa tgcctctata aacataagtt 
tgcaaatcca aaacaattaa tcactttttc tgtgatgaac 
tgctccaata ttgacctcaa catcatgtta ttaacagtat 
tgcactgtga tggtggtcat catttcctgc atatatgtcc 
tcttctgctg cagggaagaa aaaagtctct ctacatgtgc 
ccattttcta tggggttctc tcttacatgt atctatgcca 
aacaagaaaa agtggcctct gtgttttatg gcattattat 
tttacagcca gagaaaccaa gatgtgattg aagccataaa 
tc 



420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
982 



<210> 989 
<211> 1006 
<212> DNA 

<213> Unknown (H38g839 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 989 

atgatttctt tccttgtacc aggtctaatg gaagaggaaa accagagggg agtggtacac 60 

ttccacttcc acttcttttc aacagacctg gtggtggctt cctttataat tgtggccttg 120 

atgttgcacc aagaagcctt gttggacact tcacctttgg gcccacagtc tggcaagatc 180 

ccttcctcca tattccaatg tatttatttt tatttttttg gcattgacta tgttggaaat 240 

tggctactcc accaacattt ctcctccaac actggctacc gtcctttaca tggggaagat 300 

gcttatctcc ctccctggct atggaactca gatgctcttt gtcatccttt tgagaggatc 3 60 

tgagtgtgtc ttgcttgctg tcatggctta tgataggtat ataaccatct gtcatccatt 420 

caattacaat ctcatcatga gtgggtagct ctgtgggcag atgactttgg gctctttgag 480 

gctgggattc ctgttgtcac tgtttttgac tatgttgatc tgacaccctc cattctgtgg 540 

cctaatgaaa cctaccactt cttctgtgac atgcccacag caagtgcctg gtctgtgcag 600 

acaccacatg catgagtcag ctctctgact tccgtgtggc caccatcacc atccccttcc 660 

ttcctccttg tctgcctccc ctatggctgc cttgcagcca ccatcttgag gatgcattca 720 

gctaagagaa agcactaggc cttctctacc agttcctccc acctcattgt ggttctcctg 780 

aagtattggt gttgcatcct catctgcctt tgccccagct ctagttactc cccagaggag 840 

ggctgggagg tatctcttgt tcacatgttt ttctcccggt gtggaatccc ttgatctata 900 

gcgtatggaa ccaagacgta actgatgcag tagagagact tgtggcaaga atgtccttgt 960 

tctaacagcc agaaatattc cttcttaaaa aatatttccc taacta 1006 

<210> 990 
<211> 987 
<212> DNA 

<213> Unknown (H3 8g840 nucleotide) 

<220> 

<223> Synthetic construct 
<400> 990 

gattcagtgg accaagtaaa tgactctctg gtaacagaat ttgtattact tggacttgca 60 

caatccttgg aaatgcagtt tttccttttt ctcttcttct ctttattcta tgtgggaatt 120 

atcctgggaa acctcttcat tgtgttcaca gtgatctttg atcctcactt acactccccc 180 

atgtatattc tgctggccaa cctatcgctc attgacttga gcctttcatc taccacagtt 240 

cctaggttga tctacgatct ttttactgat tgtaaagtta tttccttcca taattgtatg 300 

atacaaaagt tctttatcca tgttiacagga ggagttgaaa tggtgctgct gatagtcatg 360 

gcatatgata ggtacactgc gatctgcaaa cctctccact atccaactat tatgaacccc 420 

aaaatgtgca tgtttttggt agcagcagct tgggtcattg gggtgattca tgctatgtct 480 

cagtttgttt ttgtcataaa tttacccttc tgtggcccta ataatgtggg gagcttttat 540 

tgtgattttc ctcgggttat taaacttgca tgcatggaca cttatgggct agaatttgtg 600 

gtcactgcca acagtggatt catatcgatg ggcaccttct ttttcttaat tgtatcatac 660 

atttttattc tggtcactgt ccaacgacat tcctcaaatg atttatccaa agcattcttc 720 

acttcgtagg ctcacatcac cgtagtggtt ttgttttttg ctccatgcat gtttctctac 780 
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gtgtggcctt tccctactaa gtcattggat aaattttttg ccatcatgaa ctttgttgtc 840 

acccctgtct taaatcctgc catctatact ttaaggaaca aagatatgaa gtttgcaatg 900 

agaaggctga atcaacatat tttaaattct atggagatga cataacacat ttggttgatg 960 

agagcacagg ataaatgcca tggacca 987 



<210> 991 
<211> 736 
<212> DNA 

<213> Unknown (H3 8g841 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 991 

atgcaatcag aacaccttgc agaattttca gaattcctca ttttgagcct ctcaggagat 60 

ccagaactgc agccccttct tgggctgttt ctgtccatga acctggtcac agtgcttgga 120 

aacctgctca ttatcctggc catcagttct gactcccacc tccacaagcc tatgtacttc 180 

ttactctcca aattgtccat ggctgccatt tgttttgtct tcaccatgat ccaaaagatg 240 

atggtaaacc tcagggcaca gagcaaagac atctttactc agccaagtgg tagtccaatt 300 

ccattctaaa tgtgtagtct tatcagattt cttctaattc agcagaaatc tgttgtttta 360 

atcttcgaat actcactggt tctaattctc ctatttgaat ctgaagatgt aaactaatta 420 

ttcttttgta tgagcctttc aaaataattg aagacagtta tgtccttttc ttgataatca 480 

ccatactttc ttcacactaa ttgatacaca attgttaata agtcatggat tttctactca 540 

aacaaccttt attctatcat cttatgcttc tggttatgca acagttgact ctcaatgctt 600 

tatttatttt ttaaacatga tgattactat taacctcttt gtaagattta aaaatatctt 660 

tatgcacagt agtatctcaa taaattacaa ctattatttt aaaaaataaa ataaaggtgg 720 

tatctatgag atatat 73 6 



<210> 992 
<211> 915 
<212> DNA 

<213> Unknown (H38g842 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 992 

atggtgactg aattcatttt tctgggtctc tctgattctc aggaactcca gaccttccta 60 

tttatgttgt tttttgtatt ctatggagga atcgtgtttg gaaaccttct tattgtcata 120 

acagtggtat ctgactccca ccttcactct cccatgtact tcctgctagc caacctctca 180 

ctcattgatc tgtctctgtc ttcagtcaca gcccccaaga tgattactga ctttttcagc 240 

cagcgcaaag tcatctcttt caagggctgc cttgttcaga tatttctcct tcacttcttt 300 

ggtgggagtg agatggtgat cctcatagcc atgggctttg acagatatat agcaatatgc 360 

aaacccctac actacactac aattatgtgt ggcaacgcat gtgtcggcat tatggctgtc 420 

gcatggggaa ttggctttct ccattcggtg agccagttgg cctttgccgt gcacttaccc 480 

ttctgtggtc ccaatgaggt cgatagtttt tattgtgacc ttcctagggt aatcaaactt 540 

gcctgtacag atacctacag gctagatatt atggtcattg ctaacagtgg tgtgctcact 600 

gtgtgttctt ttgttcttct aatcatctca tacactatca tcctaatgac catccagcat 660 

cgccctttag ataagtcgtc caaagctctg tccactttga ctgctcacat tacagtagtt 72 0 

cttttgttct ttggaccatg tgtctttatt tatgcctggc cattccccat caagtcatta 780 

gataaattcc ttgctgtatt ttattctgtg atcacccctc tcttgaaccc aattatatac 840 

acactgagga acaaagacat gaagacggca ataagacggc tgagaaaatg ggatgcacat 900 

tctagtgtaa agttt 915 



<210> 993 
<211> 927 
<212> DNA 

<213> Unknown (H3 8g843 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 993 

atggctgcag 

gcagacctcc 

gggaacctgg 

tactttctca 

atgctggtga 

ctctacttct 

gaccgctatg 

tgcctgctgc 

ggcctcatgt 

ctccctctca 

tcggctggat 

ctctccagca 

agctcccacc 

ccctccacaa 

atccccatgt 

cagaaaacgc 



gaaatcactc 
agctccccct 
gcatgatcac 
gcaatctgtc 
actttgtgtc 
tccttgtttt 
ttgccatctg 
tggtggctgt 
taaaactgcc 
tgaagctgtc 
tcaacatcat 
tcctcggcat 
ttgcagccgt 
tcagttcctt 
tgaatcccct 
tgaggggtaa 



tacagtgaca 
ctttctcctc 
tctaatttgt 
actcatggat 
agagaaaaac 
tgtcattgct 
ccaccctttg 
ggtctacgcc 
ctattgtgag 
ctgctctagc 
agtcacgagc 
cagcaccaca 
gggaatgttc 
gacccaggag 
aatctacagc 
actgttt 



gagttcattc 
ttcctcggga 
ctgaactctc 
ctctgctact 
atcatctcct 
gagtgttaca 
ctttacaaca 
atcggactca 
cacctcatca 
acctatgatg 
ttaacagttc 
gaggggagat 
tatggatcaa 
aatgtggcct 
ctgaggaaca 



tcaagggttt 
tctacttggt 
agctgcacac 
cctccgtcat 
acgcagggtg 
tgctgacagt 
tcattatgtc 
ttggctccac 
gtcactactt 
ttgagatgac 
ttgtttctta 
ccaaagcctt 
ctgcattcat 
ctgtgttcta 
aggaagtaaa 



aacgaagaga 
caccatcgtg 
ccccatgtac 
tacccctaag 
catgtcacag 
gatggcctac 
tcatcacacc 
aatagaaact 
ctgtgacatc 
agtcttcttt 
caccttcatt 
cagcacctgc 
gtacttaaaa 
caccacggta 
ggctgccgtg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
927 



<210> 994 
<211> 930 
<212> DNA 

<213> Unknown (H3 8g844 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 994 

atggcagcca 

ggactgcgga 

aacctgggct 

ttccttttta 

ctgatgagtt 

ttcttcttct 

cgctacgtgg 

ttgctccttt 

agcataatga 

cttcctctcc 

gtggtggctg 

ctctccagca 

agttcccaca 

cccctttcca 

gtccccgtgt 

aggagaactt 



aaaactcttc 
tccccctctt 
tgataaccct 
acctctcttt 
ttgtctcaag 
gcttctttgt 
ccatctgtaa 
tgttgggtgc 
acctgacctt 
ttgagctctc 
ttgacgttgg 
ttctacacaa 
taattgtagt 
tcctgcccct 
taaacccatt 
tgggcagaaa 



tgtgacagag 
cttcctgttt 
gattgggctg 
aatagatttc 
gaagaacatc 
cgtctctgag 
cccactgttg 
ctatgggatg 
ctgtgctgac 
ctgcaacagc 
aatgcccatt 
cagttctaca 
ttctcttttc 
cgagcaaggg 
aatctatagc 
aatcttttct 



tttatcctcg 
ctgggtttct 
aactctcacc 
tgtttctcca 
atttccttca 
tccttcatcc 
tacacagtca 
gggtttgctg 
aaccttgtca 
tcttacatga 
gtcactgtct 
gaaggcaggt 
tttggttctg 
aaagtgtcct 
ttgaggaaca 



aaggcttaac 
acacggtcac 
tgcacactcc 
ctaccatcac 
cagggtgtat 
tgtcagcgat 
ccatgtcttg 
gggccatggc 
atcatttcat 
atgagctggt 
ttatttctta 
ccaaagcctt 
gtgctttcat 
ccctgttcta 
aggatgtcaa 



ccaccagccg 
cgtggtgggg 
catgtacttc 
tcccaaaatg 
gactcagctc 
ggcgtatgac 
ccaggtgtgt 
ccacacagga 
gtgtgacatc 
ggtctttatt 
tgccctcatc 
tagtacttgc 
gtatctcaaa 
taccataata 
agttgccctg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
930 



<210> 995 
<211> 473 
<212> DNA 

<213> Unknown (H38g845 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (473) 
<223> n = A,T,C or G 



<400> 995 

atgggagaag caaggaacag gacagtagtc caggaattta tcctggaggg atttcctgct 
gtccagcatc tggggaatgt ccttttcctg gtgcacctgc tggcatacct ggcctccatc 
atggcaaaca tgctcataat caccatcacc tgggctgacc atcacctcca gacacctatg 



60 
120 
180 
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tatttcttcc tcagcagttt ttccttctgt gaatgctgtt ttatcaccac agttattcct 240 

aaacttctgg tcatcctttc tttcaggcag ggcaaataat ccccctttct actaccttgt 300 

ctcatgcagt ccccttttca tttttatntt cttgggtcaa cagtttttct tcccttaatg 360 

gctgtgatgt ccccttggat tgatacctgg ccatttgcaa gcctctgcat tactccacca 420 

tcatgagcct gaggactagc ttccacaagg tcactgcctg gctttgtcct ggg 473 



<210> 996 
<211> 998 
<212> DNA 

<213> Unknown (H38g846 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 996 

acagacccac agaatctaac aacagatgtc tcaatattcc tcgtcctaga actctcagag 60 

gatccagaac tacagccggt cctcgctggg ctgttcctgt ccatgtgcct ggtcatggtg 120 

ctggggaacc tgctcatcat cctggccgtc agccctgact cccacctcca cacccccatg 180 

tacttcttcc tctccaacct gtccttgcct gacatggttt cacctccacc atggtcccca 240 

agatgattgt ggacatccaa tctcacagca gtcatctcct atgcgggctg cctgactcag 300 

atgtctcttt ttgccatttt tggaggcatg gaagaaagac atgctcctga gtgtgatggc 360 

cctatgaccg gtttgtagcc atctgtcacc ctctatatta ttcagccatc atgaacccat 420 

gtttctgtgg ctttctagtt ctgttgtctt gttgtctcag tcttttagac tcccagctgc 480 

acaatttgat tgccttgcaa attacctgct tcaaggatgt ggaaattcct aatttcttct 540 

gtgacccttc tcaactcccc caccatgcgt gttgtgacac cttcaccaat aacatagtca 600 

tgtatttccc tgctgccata tttggttttc ttcccacctc ggggatcctt ttctcttact 660 

ataaaattgt ttcctccatt ctgagggttt catcatcagg tgggaactat aaagccctct 720 

ctgcctgtgg gtctcacctg tcagttgttt gcttatttta tggaacaggc gttggagggt 780 

acctcagttc agatgtgtca tcttccccca gaaagggtgc agtggcctca gtgatgtaca 840 

cggtggtcac ccccatgctg aaccccttca tctacagcct gagaaacagg gatattaaaa 900 

gtgtcctgcg gcgcctgcac ggcagaacag tctaatctca atatcttatt atctgttcca 960 

ttccttttgt agtgtgggtt taaaaaggca gcaaggtc 998 



<210> 997 
<211> 666 
<212> DNA 

<213> Unknown (H38g847 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 997 

agtcaactgt cccttatgga cctcatgctc atctgcacca ctctacccaa gatgatcttc 60 

agctacttgt ctgggaagaa atctatctct ctggcaggtt gtggaactca gatattcttc 120 

tatgtgtccc tgcttggagc tgaatgtttc ttgttggctg tcatggctta tgaccgctat 180 

gtggctatat gtcaccctct tcagtacacc atcctcatga atccggaact ctgtgtcttc 240 

atgactgttg cttcctggac cttggggtct cttgatggga tcatagtgct tgcagctgtc 300 

ctgtcatttt cttactgcag ctctctggaa attcatcatt ttttctgtga tgttgctgcc 360 

cttttacctc tatcctgcac agaaacatct gcatttgaaa gactacttgt catttgttgt 420 

gtggtaatgc taatctttcc agtttcagtt atcatacttt cctattccca tgtccttcga 480 

gccgtcatcc acatgggctc tggggaaagt cgtcgcaagg ccttcactac ctgctcctcc 540 

cacccgtctg tggtcggact ctactacggt gctgctatgt tcatgtacat gagaccagct 600 

tctaaacata cgccagacca ggacaagatg gtgtcggcct tctacactaa tctcacccct 660 

atgctg 666 



<210> 998 
<211> 342 
<212> DNA 

<213> Unknown (H38g848 nucleotide) 
<220> 
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<223> Synthetic construct 



<400> 998 

cttgcctgca tagttggata gaagtttgca tttattattt ctccaaacca tcacttcatg 60 

ataatggtca cattcatttt agttaacatt taaaaacatt cttcaggaaa cttatccagt 120 

gctcttatca ttttgttcat tttcatccct gttgtttctc tatttttcac tccatgcgta 180 

gttctctatg tttggcctac tttgccacca tcacttgata aaaatatgtt cattgttgac 240 

tttgttgtca accctgtctt gaagcctgcc acctacatat tacagaacaa agacataaag 300 

gtagcacttt gaaatttgca tgaaaagaga acttattcca gc 342 



<210> 999 
<211> 915 
<212> DNA 

<213> Unknown (H3 8g849 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 999 

atggtgactg aattcatttt tctgggtctc tctgattctc agggactcca gaccttccta 60 

tttatgttgt tttttgtatt ctatggagga atcgtgtttg gaaaccttct tattgtcata 120 

acagtggtat ctgactccca ccttcactct cccatgtact tcctgctagc caacctctca 180 

ctcattgatc tgtctctgtc ttcagtcaca gcccccaaga tgattactga ctttttcagc 240 

cagcgcaaag tcatctcttt caagggctgc cttgttcaga tatttctcct tcacttcttt 300 

ggtgggagtg agatggtgat cctcatagcc atgggctttg acagatatat agcaatatgc 360 

aaacccctac actacactac aattatgtgt ggcaacgcat gtgtcggcat tatggctgtc 420 

gcatggggaa ttggctttct ccattcggtg agccagttgg cctttgccgt gcacttaccc 480 

ttctgtggtc ccaatgaggt cgatagtttt tattgtgacc ttcctagggt aatcaaactt 540 

gcctgtacag atacctacag gctagatatt atggtcattg ctaacagtgg tgtgctcact 600 

gtgtgttctt ttgttcttct aatcatctca tacactatca tcctaatgac catccagcat 660 

cgccctttag ataagtcgtc caaagctctg tccactttga ctgctcacat tacagtagtt 720 

cttttgttct ttggaccatg tgtctttatt tatgcctggc cattccccat caagtcatta 780 

gataaattcc ttgctgtatt ttattctgtg atcacccctc tcttgaaccc aattatatac 840 

acactgagga acaaagacat gaagacggca ataagacagc tgagaaaatg ggatgcacat 900 

tctagtgtaa agttt 915 



<210> 1000 
<211> 669 
<212> DNA 

<213> Unknown (H38g850 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1000 

tccaacctgt ccttgcctga catcggtttc ccctccccca cggtccccaa gatggttgtg 60 

gacatccaat ctcacagcag tcattctcct atgcaggctg cctgactcag atgtctctct 120 

ttgccatttt tggaggcatg gaagagacac atgctcctga atgtgatggc ctatgtccgg 180 

tttgtagcca tctgtcaccc tctatatcat tcagccatca tgaacccgtg tttctgtggc 240 

ttcttacttt tgttgtcttt tttttttctc agtcttttag acgcccagct gcacaacttg 300 

attgccttac aaatgacctg cttcaaggat gtggaaattc ctaatttcct ctgtgaccct 360 

tctccactcc cccatcttgc atgttgtgac accttcacca ataacataat catgtatttc 420 

cctgctgcca tatttggttt tcttcccatc tcggggaccc ttttctctta ctataaaatt 480 

gtttcctcca ttctgagggt ttcatcatca ggtgggaagt ataaggcctt ctccacctgt 540 

gggtctcacc tgtcggttgt ttgctgattt tatggaacag gcgttggagg gtacctcggt 600 

tcagatgtgt catcttcccc gagaaagagt gcagtggcct cagtgatgta cacggtggtc 660 

acccccatg 669 



<210> 1001 
<211> 986 
<212> DNA 
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<213> Unknown (H38g851 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 1001 
gattcagtgg 
caatccttgg 
atcctgggaa 
atgtatattc 
cctaggttga 
atacaaaagt 
gaatatgata 
aaaatgtgca 
cagtttgttt 
gtgattttcc 
tcactgccaa 
tttttattct 
cttcgtaggc 
tgtggccttt 
cccctgtctt 
gaaggctgaa 
gagcacagga 



accaagtaaa 
aaatgcagtt 
acctcttcat 
tgctggccaa 
tctacgatct 
tctttatcca 
ggtacactgc 
tgtttttggt 
ttgtcataaa 
tcgggttatt 
cagtggattc 
ggtcactgtc 
tcacatcacc 
ccctactaag 
aaatcctgcc 
tcaacatatt 
taaatgccat 



tgactctctg 
tttccttttt 
tgtgttcaca 
cctatcgctc 
ttttactgat 
tgttacggga 
gatctgcaag 
agcagcagct 
ttaaccttct 
aaacttgcat 
atatcgatgg 
caacgacatt 
gtagtggttt 
tcattggata 
atctatactt 
ttaaattcta 
ggacca 



gtaacagaat ttgtattact tggacttgca 
ctcttcttct ctttattcta tgtgggaatt 
gtgatctttg atcctcactt acactccccc 
attgacttga gcctttcatc taccacagtt 
tgtaaagtta tttccttcca taattgtatg 
ggagttgaaa tggtgctgct gatagtcatg 
cctctccact atccaactat tatgaatccc 
tgggtcattg gggtgattca tgctatgtct 
gtggccctaa taatgtgggg agcttttatt 
gcatggacac ttacgggcta gaatttgtgg 
gcaccttctt tttcttaatt gtatcataca 
cctcaaatga tttatccaaa gcattcttca 
tgttttttgc tccatgcatg tttctctacg 
aattttttgc catcatgaac tttgttgtca 
taaggaacaa agatatgaag tttgcaatga 
tggagacgac ataacacatt tggttgatga 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
986 



<210> 1002 
<211> 659 
<212> DNA 

<213> Unknown (H38g852 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1002 

agtgtgctgt ctatttctga gacctattat accgtggcca tcaaccccca aatgctgtcc 60 

ggtctcctca gtcctcaaca aaccatctcc atcccaggct gtgccgctca gctctttttc 120 

tatctcactt ttggtgtcaa taaatgcttc ctgctcacag ccatggggta tgaccactat 180 

gtggccatct gcaaccctct acagtattca gtcatcatgg gcaaaaaggc ttgtatacaa 240 

ctggtcagtg gatcctggaa cattggcctg agcacagcta tcattcaggt gtcttctgta 3 00 

ttcagccttc ccttctgtga tgctaatctc atctcccact tcttttgtga tatccggccc 360 

ataatgaagc ttgcctgtgc agacactact atcaaggagt ttattacttt gctcatcagt 420 

ctctgtgtcc ttgttctgcc catggtattg atcttcatct cctatgtcct aattgtcacc 480 

accatcctca agattgcatc agctgagggc ggagaaaggc ctttgctact tgtgcctcac 540 

acctcacagt ggtcattgtc cactatggcc gtacttcttt catctaccta aaacccaaat 600 

cccaaaattc cctgcaggac agacttatct ctgtgacata cactgttatt actcctctg 659 

<210> 1003 
<211> 939 
<212> DNA 

<213> Unknown (H38g853 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1003 

atgtctacgt ctaatcacac ccagttccat ccttcttcat tcctactgct gggtatccca 60 
gggctagaag atgtgcacat ttggattgga gtcccttttt tctttgtgta tcttgttgca 120 
ctcctgggaa acactgctct cttgtttgtg atccagactg agcagagtct ccatgagcct 180 
atgtactact tcctggccat gttggattcc attgacctgg gcttgtctac agccaccatc 240 
cccaaaatgt tgggcatctt ctggttcaat accaaagaaa tatcttttgg aggctgcctt 300 
tctcacatgt tcttcatcca tttcttcact gctatggaga gcattgtgtt ggtggccatg 360 
gcctttgacc gctacattgc catttgcaaa cctcttcggt acaccatgat cctcaccagc 420 
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aaaatcatca gcctcattgc aggcattgct gtcctgagga gcctgtacat ggttgttcca 480 

ctggtgtttc tccttctgag gctgcccttc tgtgggcatc gtatcatccc tcatacttat 540 

tgtgagcaca tgggcattgc ccgtctggcc tgtgccagca tcaaagtcaa cattaggttt 600 

ggccttggca acatatctct cttgttactg gatgttatcc ttattattct ctcctatgtc 660 

aggatcctgt atgctgtctt ctgcctgccc tcctgggaag ctcgactcaa agctctcaac 720 

acctgtggtt ctcatattgg tgttatctta gcctttttta caccagcatt tttttcattc 780 

ttgacacatc gttttggcca taatatccca cagtatatac atattatatt agccaacctg 840 

tatgtggttg tcccaccagc cctcaatcct gtaatctatg gagtcaggac aaagcagatt 900 

cgagagagag tgctgaggat ttttctcaag accaatcac 93 9 



<210> 1004 
<211> 877 
<212> DNA 

<213> Unknown (H38g854 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1004 

tacatgataa ccatcttatg ggaaatatct aagccagtaa ataatatttt tctaacactt 60 

tctgtaagat atcaaatgct aatcactact gtgtcataat tgtaaatgaa attataatat 120 

aaatttactg agtttttctg agtacctaat gagttaaaaa atatgggagc atatgtagta 180 

ctgtgcttgt atcaatatgg ataaggtatc tggaagtctt ttctgaacat ctttcggtgc 240 

tgctgagatt attccactga tggggatggt ccatggctgc tatgtgacca tctgcactgc 300 

atgaaaatca tgactcaata taggtgtggc catcttgctg gaatggcatg cactggaaga 360 

tttatccagg cacagtttag atcctctccc cagtctgact tcctttctat aattccaatg 420 

tcacaatatg aatagcccat tcatatgtga cttaaacact ttgttgaagc tcctctgcat 480 

aggtagtatg atacacttgg tctctttgtt gctgccaatg atgggttcaa ctgcctgtta 540 

aacatcatct tcttgatggt ttcttaagtg gccatcctat atactttgaa atcccacagc 600 

ttggaggaaa gatacaaagc tctctctacc tgtgtctctc acaccaccgt ggccatctaa 660 

ttctttgtgt tctgtatact tgtttatctg tgcccagtga cccttcccca gtcagtaaag 720 

cagtggctgt gctttacacc atgataacgc ctacattaaa ccctttagtc taaccctcag 780 

aaatgcagag gtgaaaagtg ttgagaaact tctgggtcaa aagatgactt gaagagagaa 840 

ataatccaaa cataagatga ttttactctt tcaatgg 877 



<210> 1005 
<211> 927 
<212> DNA 

<213> Unknown (H38g855 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1005 

atggagaaga aaaagaatgt gactgaattc attttaatag gtcttacaca gaaccccata 60 

atggagaaag tcacgtttgt agtatttttg gttctttaca tgataacact ttcaggcaac 120 

ctgctcattg tggttaccat taccaccagc caggctctga gctcccccat gtacttcttc 180 

ctgacccacc tttctttgat agacacagtt tattcttctt cttcagctcc taagttgatt 240 

gtggattcct ttcaagagaa gaaaatcatc tcctttaatg ggtgtatggc tcaagcctat 300 

gcagaacaca tttttggtgc tactgagatc atcctgctga cagtgatggc ctgtgactgc 360 

tatgtggcca tctgcaaacc tctgaactac acaaccatta tgagccacag cctgtgcatt 420 

ctcctggtgg cagtggcctg ggtgggagga tttcttcatg caactattca gattctcttt 480 

acagtatggc tgcccttctg tggccccaat gtcataggcc acttcatgtg tgacttgtac 540 

ccattgttaa aacttgtttg catagacact catacccttg gtctctttgt tgctgtgaac 600 

agtgggttta tctgcttatt aaacttcctt atcttggtgg tatcctatgt gatcatcttg 660 

agatctttaa agaacaatag cttggagggg aggtgtaaag ccctctccac ctgtatttct 720 

cacatcatag tagttgtctt attctttgtg ccctgtatat ttgtgtatct gcgctcagtg 780 

accactctgc ccattgataa agctgttgct gtattttata ctatggtggt cccaatgtta 840 

aatcccgtgg tctacacact cagaaatgct gaggtaaaaa gtgcaataag gaagctttgg 900 

agaaaaaaag tgacttcaga taatgat 927 
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<210> 1006 
<211> 738 
<212> DNA 

<213> Unknown (H38g856 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1006 

tgtattcaac aacattgatc tccactttgt ctctgcatgt tctcctttta ttttaatttg 60 

taccattttt ttcccaaata aaagtacttg cactcactta gagatgctga aataaattga 120 

ttggtataaa gtaaggtatc tgattaacca aatttacact aaagccaatt ggccttttca 180 

tggattataa cactatgcac aaccactcca tactcaaaca tgcatttctt tctccaatgt 240 

tatatgatgc agcacctagc tctttacagg acattttttt cttggtgggt cacagatttt 300 

ccttctgttg gtgatggcct aggccactat agggccatct gcaagtcctt gcagtatttg 3 60 

gttgtcatga agcaatggct gtgtgttgtg ctgctggtgg tgtcctgggc tggaggattt 420 

ttgcacatag taattcaact tggacttatt tatgggctcc catcttatga ccccaatgtc 480 

attggtcatt ttatttgtga catggacccc ttaatgaagc ttgtctgtga ctacacactc 540 

aacagatttg cctattttgc aggtcatgat taaatactag gttttatgta tttcacttat 600 

gctcagactg gactgtttcc ttttggtgat tcgacctcat tattcttttg tcattttttc 660 

cctagaggac ttggttctat aaatcttgct atacatagtt attatccctg tggcatctct 720 

agagatacgg agcctacc 73 8 



<210> 1007 
<211> 786 
<212> DNA 

<213> Unknown (H38g857 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1007 

ctaattgtag tcaccgtaac tgtcagtgag accctgggct caccaatgta cttctttctt 60 

gctggcttat catttataga tatcatttat tcttcatcca tttcccacag attgatttca 120 

gacttgttct ttgggaataa ttccatatcc ttcccatctt gcttggccca gctctttaca 180 

gagcaccttt ttggtgggtc agaggtcttt cttctgttgg tgatggccta tgaccttgca 240 

ttacttggtt atcatgagac aatgggtgtg tgttttgctg ctggtagcgt cctgggttgg 300 

aggatttctg cactcagtat ttcaacttag tgttatttat gggctcccat tctgtgacct 360 

caatgtcatt gatcattttt tctgtgatat gcacccttta ttgaaactgg tctgtactga 420 

tacccatgtt attggcctct tagtggtggc caatggagga ctaggttgca ctattgtgtt 480 

tctgctctta ctcatctctt atggtgtcat ctgcactctc taaagaacct tagtcagaaa 540 

gggaggtgaa aagccctctc aacctgcagt tcccacataa ctgtggttgt tttcttcttt 600 

gttccctgta tttttatgta tgctagacct gctaggacct tccccattga caaatcagtg 660 

agtgtgtttt atacagtcat aactccaatg ctgaaccctt taatctacac tctgagaaat 720 

tctgagatga caagtgctat gaagaagctc tggagaagag acttcatatc aagtagtaca 780 

taagtg 786 



<210> 1008 
<211> 930 
<212> DNA 

<213> Unknown (H38g858 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1008 

atgagacaga ataataatat tacagaattt gtcctcctgg gcttctctca ggatctggat 60 

gtgcaaaaag cattatttgt catattttta ctcacatact tggtgacagt ggtggggaac 120 

ctgctcattg tggtgactat tattgccagc ccttccttgg gctcctcaat gtacttcttc 180 

cttgcctgcc tgtcatttat agatgctgca tattccacta caatttctcc caaattgatt 240 

gtagacttac tctgtgataa aaagactatt tctttcccag cttgcatggg ccagttattt 300 
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atagaccagc ctggatggcg gagctgaggt cgtgcttctt gtggtgaagg cctgtgatca 360 

ccatgtggac atctggaagc cactgcgcta tctcgactat catgaatcga cagggctgaa 420 

tgcggctgct cgtggctgtc gtcgactgcg aggtgttctg cattcgctgt ctcatattgt 480 

gagtgtgtat acagtctcgc ctactgtggc cccaatgtca ttgactactt tgtctgtgac 540 

atgtacccag ttattggaac tggtatgcac tgacacctac tttattggcc ttactgtttt 600 

tgtcaatggt ggaacaatct gtatagtcgt cttcaccctt ctactaatct cctatggagt 660 

catcctaaac tcccttaaaa cttacagtca agaagggagg cataaagtcc tgtttacctg 720 

cagctcccac attatcgtct ttgccctctt ttttgttccc tgtattttca tgtatgttag 780 

acctgtttca aacatccttt tgataaattc ctgacagtgt tttatacagt tatcacaccc 840 

atgttgaatc ctttaatata cacattgaga aattcagaga tgagaaattc tgtagaaaca 900 

ctcttgtgta aaaagttaac tgtattagag 930 



<210> 1009 
<211> 915 
<212> DNA 

<213> Unknown <H38g859 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1009 

atgcagagga gcaatcacac agtgactgag tttatactgc tgggcttcac cacagaccca 60 

gggatgcagc tgggcctctt cgtggtgttc ctgggcgtgt actctctcac tgtggtagga 120 

aatagcaccc tcatcgtgtt gatctgtaat gactcccacc tccacacacc catgtatttt 180 

gtcgttggaa atctgtcgtt tctggatctc tggtattctt ctgtctacac cccaaagatc 240 

ctagtgatct gcatctctga agacaaaagc atctcctttg ctggctgcct gtgtcagttc 300 

ttcttctctg cagggctggc ctatagtgag tgctgcttac tggctgccat ggcttatgac 360 

cgctacgtgg ccatctccaa gcccctgctt tatgcccagg ccatgtccat aaagctgtgt 420 

gcattgctgg tagcagtctc atattgtggt ggctttatta actcttcaat catcaccaag 480 

aaaacgtttt cctttaactt ctgccgtgaa aacatcattg atgacttttt ctgtgatttg 540 

cttcccttgg tggagctggc ctgtggcgag aagggcggct ataaaattat gatgtacttc 600 

ctgctggcct ccaatgtcat ctgccccgca gtgctcatcc tggcctccta cctctttatc 660 

atcaccagtg tcttgaggat ctcctcctcc aagggctacc tcaaagcctt ctccacatgc 720 

tcctcccacc tgacctctgt cactttatac tatggctcca ttctctacat ctacgctctc 780 

cccagatcta gctattcttt tgatatggac aaaatagttt ctacatttta cactgtggta 840 

ttccccatgt tgaatctcat gatctacagc ctaaggaata aggatgtgaa agaggctctg 900 

aaaaaacttc tccca 915 



<210> 1010 
<211> 948 
<212> DNA 

<213> Unknown (H38g860 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1010 

atgatctgtg aaaatcacac cagagtcact gaatttattc ttcttggttt tacaaacaac 60 

cccgagatgc aagtttccct ctttattttt ttcctggcca tttatacagt cactttgttg 120 

ggcaactttc ttattgtcac agttaccagt gtggatctcg cacttcaaac acccatgtac 180 

ttctttcttc aaaatctgtc acttcttgaa gtatgtttca ccttggttat ggtgccaaaa 240 

atgcttgtag atctagtgtc cccaaggaaa attatctctt ttgtgggctg tggtacccag 300 

atgtacttct tcttcttctt tggcagttct gaatgtttcc ttctctccat gatggcttat 3 60 

gatcgctttg tggccatctg taaccctctc cattattcag tcataatgaa caggtcccta 420 

tgcttgtgga tggccatagg ctcttggatg tccggtgttc ctgtgtctat gctacagaca 480 

gcttggatga tggcccttcc tttctgtgga ccaaatgccg tggaccactt tttctgtgat 540 

ggtcccccag tgttaaaact agtcacagtg gatacaacca tgtatgaaat gcaagcactt 600 

gcctccacac tcctgtttat catgtttccc ttttgtctca ttttggtttc ctacacccgc 660 

attatcataa caattctgag gatgtcctct gccactggcc gccagaaggc attttctact 720 

tgttcctcac acctcattgt ggtgtccctc ttctacggaa cagccagtct gacctacctg 780 

cggcccaaat caaaccagtc ccctgagagc aagaagctag tgtcattgtc ctacactgtc 840 
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atcacaccta tgctaaaccc catcatctac ggcctgagga acaatgaagt gaaaggggct 900 
gtcaagagga caatcactca aaaagtctta cagaagttag atgtgttt 948 

<210> 1011 
<211> 927 
<212> DNA 

<213> Unknown (H38g861 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1011 

atggcgaata gaaacaatgt gacagagttt attctattgg ggcttacaga gaatccaaaa 60 

atgcagaaaa tcatatttgt tgtgttttct gtcatctaca tcaacgccat gataggaaat 120 

gtgctcattg tggtcaccat cactgccagc ccatcactga gatcccccat gtactttttc 180 

ctggcctatc tctcctttat tgatgcctgc tattcctctg tcaatacccc taagctgatc 240 

acagattcac tctatgaaaa caagactatc ttattcaatg gatgtatgac tcaagtcttt 3 00 

ggagaacatt ttttcagagg tgttgaggtc atcctactta ctgtaatggc ctatgaccac 3 60 

tatgtggcca tctgcaagcc cttgcactat accaccatca tgaagcagca tgtttgtagc 420 

ctgctagtgg gagtgtcatg ggtaggaggc tttcttcatg caaccataca gatcctcttc 480 

atctgtcaat tacctttctg tggtcctaat gtcatagatc actttatgtg tgatctctac 540 

actttgatca atcttgcctg cactaatacc cacactctag gactcttcat tgctgccaac 600 

agtgggttca tatgcctgtt aaactgtctc ttgctcctgg tctcctgcgt ggtcatactg 660 

tactccttaa agacccacag cttagaggca aggcatgaag ccctctctac ctgtgtctcc 720 

cacatcacag ttgtcatctt atcctttata ccctgcatat ttgtgtacat gagacctcca 780 

gctactttac ccattgataa agcagttgct gtattctaca ctatgataac ttctatgtta 840 

aaccccttaa tctacacctt gaggaatgct caaatgaaaa atgccattag gaaattgtgt 900 

agtaggaaag ctatttcaag tgtcaaa 927 



<210> 1012 
<211> 488 
<212> DNA 

<213> Unknown (H38g862 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1012 

tggaaaaatc atttcacctc tgtgaattgt ggttttgcca tctgcagagc tgaatgttaa 60 

ccatagccca agatactaag tattatagga ttgaaatgaa atataaatga aactttgtaa 120 

atgttaaatt ataacacaaa tcatatggtc agtgtcgatg tcctaattgt tcctaactcc 180 

tcatcacact ctcctacttc ttcattgtgg ctgccatcct gatatccgct ctgcagaggg 240 

gaggcacaag gcttttccca cctgctcctt ccacctggtt taattctcct ccagcacaat 300 

gaacaagcct cacctatttg tgccccagct ccatcttctc ttatgagagg ggcaaggtag 360 

tgtctacggt ttacacatgc atcactcctg tgccaaaccc cttgatctgc agcatgagga 420 

agaaggaact caagcatgct cttaaaaaaa aagaagaaat tgcaaggttc ttgctgctca 480 

gaacacat 488 



<210> 1013 
<211> 953 
<212> DNA 

<213> Unknown (H38g863 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1013 

atgtttagct ctgagcccac catagatgga aatcagtccc tgtgtgccaa attcacattt 60 

gtggcttttt cttctataga agaattacag cttgtactct tcattgtgtt cttaatcatc 120 

acttatgcac tataggagga aatatcatca tcatctccct gatctggatc acccctgccc 180 

tgcacactcc aatgtatttc ttcctggtga acctctcatt tctggagatg tgctatacca 240 
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ccagtgtggt 
ggctgtgcaa 
gcagctatgg 
atgggccctc 
gagtcagccc 
cacttttttg 
aaattgtgat 
gctcccacat 
aagctttctc 
tgttcactta 
tcatgtacac 
aagtaaagga 



gcctcatgct 
cccagatgta 
cttacgatcg 
gtgtttgttt 
agatcaccct 
tgacataatg 
gttttctctc 
gcacatccct 
cacttgttct 
tctgcaacct 
aatggtcaca 
agcctttcaa 



ggtgcacctg 
catatttgcc 
ctttgtagct 
gaaattggct 
gatcttcact 
cctgtactga 
tccgtgctat 
gtgaccatct 
tctcatatct 
aagactgcac 
cctgctttga 
aggataaccc 



ctggtggaga 
atcttgggac 
atttgttacc 
gcagcatctt 
ttgcctttct 
aactggcttg 
ttattgtgag 
tgagaatccc 
tggttgtttc 
acactccaga 
atcctgttat 
aaaggaactc 



ccaaaaccat 
tgacagaatg 
cactgcatta 
ggttcactgg 
gtggaacagg 
tattgatacc 
tccttgtttc 
ttcagcagct 
tctgttctat 
aacagacaaa 
ctataccttg 
tcttagacaa 



aagtgtgggt 
ctgcttgcta 
cactctcttc 
agtggtggtg 
aaagattcaa 
tcccaaattg 
ctcattctgt 
ggaagacaca 
ggcactgcct 
gcaactgcac 
aggaacaagg 
acg 



300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
953 



<210> 1014 
<211> 873 
<212> DNA 

<213> Unknown (H38g864 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1014 
tccatgtacc 
ccccacttcc 
ttcacctcgg 
tcttatgcgg 
atgctcctga 
tgcactaccg 
tccttagcct 
caagaatgtg 
tgttctgaca 
cttcccattt 
ccatcgtcag 
tgcttatttt 
aggaatggag 
atctacagcc 
gtcaaatctc 



tggtcacgat 
acacccccat 
ccacagttcc 
gctgcctgac 
ctctgatggc 
agtcatcatg 
gttggattcc 
gaaatctata 
gcatcatcaa 
cagggatcct 
atgggaagta 
atgaaacagg 
tggtggcatc 
tgagaaacag 
atgatctgtt 



gctgaggaac 
gtacttcttc 
caagatgatt 
acagatgtct 
ctatgaccga 
aatcctcacc 
cagctgcaca 
attttttttc 
taacatatta 
tttgtcttac 
taaagccttc 
cattggcgtg 
agtgatgtac 
ggacattcat 
ccatcctttc 



ctgttcatca 
ctctccaacc 
gtggacatgc 
ttctttgtcc 
tttgtggcca 
tctgtgtctt 
gctggattgt 
tgtgacccat 
tgtattttag 
tataaaattg 
tccacctgtg 
tacctgactt 
gctgtggtca 
agtgccctgt 
tct 



tcctggctgg 
tgtcctgggc 
agtcgcatag 
tttttgcatg 
tctgcccatc 
cttagttttg 
gttacacaac 
ctcaacttct 
atatccctat 
tctcctccat 
gctctcacct 
cagctgtgtc 
tccccatgct 
ggaggctgcg 



cagctctgac 
tgacattggt 
cagagtcatc 
tatagaagac 
tgtcaccccc 
gtgtcctttt 
tcaccttctt 
caaccttgcc 
atttggtttt 
tccaagaatt 
ggcagttgtt 
atcatctccc 
gaaccctttc 
cagcagaaca 



<210> 1015 
<211> 981 
<212> DNA 

<213> Unknown (H38g865 nucleotide) 
<220> 

<223> Synthetic construct 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
873 



<400> 1015 
atggatgtct 
tcactgggct 
tggccttcag 
ccttgcctga 
ctcacagcag 
ttggaggcat 
atctgtcacc 
ttgttgtctt 
acaaatgacc 
cccccatctt 
catatttgtt 
ctgagggttt 
tcagttattt 
tcttccctga 



ctatattcct 
gttcctgtcc 
ccctgactcc 
catcggtttc 
agtgatctcc 
ggaagacaga 
ctctatatca 
tttttttttc 
tgcttcaagg 
gcatgttgtg 
ttccttccca 
catcatcagg 
gctgatttta 
gaaaggctgc 



cctcctagaa 
atgtgcctgg 
cacctccaca 
acctccacca 
tatgcaggcc 
catgctcctg 
ttcagccatc 
tcagtctttt 
atgtggaaat 
acaccttcac 
tctcggggac 
cgggaagtat 
tggaacaggt 
agtggcctca 



ccacagagga 
tcacagtgct 
cccacatgta 
ttgtccccaa 
gcctgactca 
agtgtgatgg 
atgaatccgt 
agacacccag 
tcctaatttc 
caataacatc 
ccttttctct 
aaaaccttct 
gttggagggt 
gtgatgtaca 



tccagaacgg 

ggggaagctg 

cttcttcctc 
gatgattgcg 
gatgtctctc 
cctatgaccg 
gtttctgtgg 
ctgcacaact 
ttctgtgacc 
atcgtgtatt 
ttaaaactgt 
ccacctgtgg 
acctcagttc 
agatggtcac 



cagccggtcc 
ctcatcatgt 
tccaacctgt 
gacatccagt 
tttgccattt 
gtttgtagcc 
cttcctactt 
tgattgcttt 
cttctcaact 
tccctgctgt 
ttcctccatt 
gtctcacctg 
agatgtgtca 
ccccatgctg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
.720 
780 
840 
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aaccccttca tctacagcct gagaaacagg gatatgaaaa gtgtcctgcg gcggccgcac 900 
ggcagcacgg tctaatctca atatcttctt atctgttcca ttccttttgt agggtgggtt 960 
aaaaaaggca gcaaggtcaa a 981 

<210> 1016 
<211> 762 
<212> DNA 

<213> Unknown (H38g866 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1016 

atgggtgaca agggaacagg caaccattca gatgtaactg atttcattct tgaaggcttc 60 

agggtccgcc cagagttcta cattctcctc ttcttcctgt tcctgctgat ctatagcatg 120 

gttcttttgg ggaacattag tgtgatgaca atcattgtaa ctgattccca gctgaacaca 180 

ccaatgtatt tttttctagg caacctctcc ttcattgacg tctcctactc cactgttatt 240 

gctcctaaag ccatggccca cttcctgtct gaaaaaaaga cagtctcttt tgcaggttgt 300 

gttgcccagt tattcctttt tgccctgttc attgtaacag aggggtttgt cctggcagcc 360 

atggcctatg accgcttcag tgccatctgc aatcctcttc ttcatagtgt tcacatgtca 420 

agacgcctct gcactcagtt ggttgctggt tcttatttct gtggctgggc cagttccatc 480 

ctccaagtca gtgtaacatt ctcagtgtcc ttctgtgctt ccagagtcat tgctcacttc 540 

tactgtgatt cttatcaaat tgaaaagatt tcctgttcta atctctttgt caataagatg 600 

gtatctctga gtttgagtgt catcattatt ttgcctacaa ttgttgttat tatagtatct 660 

tacctgtata ttgtatcctc agtcttgaag atcccctcca gtgaagggag aaagaaagac 720 

ttttccactt gcagctccca tcggggtgtt gtaagtttgc tc 762 



<210> 1017 
<211> 1008 
<212> DNA 

<213> Unknown (H38g867 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1017 

tatacagacc cacagaatct aacagatgct tcaaaatacc tcctcctaga actctcagag 60 

gatccaaaac tgcagctggc cctcgagtgg gcgtgaaccg tgtacatgta cctagtcatt 120 

ggtgctggag aatctgctca ttatcctggc cgtcagctct gacttccacc tccacacccc 180 

catgtacttc ttcctctcca acctgtcctt ggctgacatc ggtttcacct ccaacacggt 240 

ccccaagatg attgtggaca tccaatctca cagcagagtc atctcctatg caggctgcct 300 

gactcagatg tctctctttg ctgtttttgg aggcatggaa gaaagacatg ctcctgagtg 360 

tgagggccta tgaccggttt gtagccatct gtcaccctct atattattca gccatcatga 420 

acccatgttt ctgtggcttc ctagttttgt gttttttttt ttctcagtct tttagactcc 480 

cagctgcaca atttgattgc cttacaaatg acctgcatca aggatgtgga aattcctaat 540 

ttcttctgtg acccttctca actcccacac cttgcgtgtt gtgacacctt caccaataac 600 

atagtcatgt atttccttgc tgccatattt ggttttcttc ctatctcacg gatcattttc 660 

tcttactata aaattgtttc ctccatgctg agtgtttcat catcaggtgg gaagtataaa 720 

gccttctcca cctgtgggtc tcccctgtca gttgtttgct tattttatgg aaaagtcgtt 780 

ggggggtacc tgagttcaga tgtgtcatct tcccccagaa agggtgcagt ggcctcaatg 840 

atgtacacgg tgatcacccc catgctgaac cccttcatct acagactgag aaacagggac 900 

atcaaaaggg tcctgtggtg gttgcatggc agaacagttt aatctcatta ttttattatc 960 

tgttccattc cttttgtagt gtgggttaaa aaaggcagca aggtcaaa 1008 



<210> 1018 
<211> 949 
<212> DNA 

<213> Unknown (H3 8g868 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 1018 
acaggtgtct 
ctcgctttgc 
agcatcctgg 
aacctgtgct 
acgcagtcgc 
ctccttgttg 
gccatctgtc 
gttttggtgt 
caattaacca 
ctcaaacttg 
atgtttggtt 
attctaagga 
ctagcagttg 
tcaccacccc 
tgaacctttt 
gcagcagagc 



gagaattcct 
tgtccctgtc 
ctgtcagctc 
ggcctgacat 
atagcagagt 
catgtataga 
gccctctgca 
cctttttcct 
tcatcaagaa 
cctgttctga 
ttcttcccat 
tttcatcgtc 
tttgctggtt 
ccaggaatgg 
catctgcagc 
attcgaatct 



cctcctggga 
cctgtccatg 
tgactgcccc 
cggtttcacc 
catctctcat 
aggcatgctc 
ctacccagtc 
tagcctgttg 
tgtggaaatc 
cagcgtcatc 
ttcagggatc 
agatgggaag 
ttatggaaca 
tgtggtggca 
ctgagaaaca 
catgatctgt 



ctctcagagg atccagaact gcagccggcc 
tatctggtca cggtgctgag gaacctgttc 
ctccacaccc ccatgtactt cttcctctcc 
tcggccatgg ttcccaagat gattgtggac 
gcgggctgcc tgacacagat gtctttcctg 
ctgactgtga tggcctatga ctgctttgta 
atcgtgaatc ctcacctctg tgtcttcttc 
gattcccagc tgcacagttg gattgtgtta 
tctaatttgg tctgtgaccc ctctcaactt 
aataacatat tcatatattt cgatagtact 
tttttgtctt actataaaat tgtcccctcc 
tataaagcct tctccacctg tggctgtcat 
ggcattggca tgtacctgac ttcagctgtg 
tcagtgatgt acgctgtggt caccccatgc 
gggacataca aagtgccctg cggaggctgg 
tccatccttt ttcttgtgt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
949 



<210> 1019 
<211> 939 
<212> DNA 

<213> Unknown (H38g869 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1019 

atgggtgaca ggggaacaag caatcactca gaaatgactg acttcattct tgcaggcttc 60 

agggtacgcc cagagctcca cattctcctc ttcctgctat ttttgtttgt ttatgccatg 120 

atccttctag ggaatgttgg gatgatgacc attattatga ctgatcctcg gctgaacaca 180 

ccaatgtatt ttttcctagg caatctctcc ttcattgatc ttttctattc atctgttatt 240 

gaacccaagg ctatgatcaa cttctggtct gaaaacaagt ctatctcctt tgcaggctgt 300 

gtggcccagc tctttctctt tgccctcctc attgtgactg agggatttct cctggcggcc 360 

atggcttatg accgctttat tgccatctgc aaccctctgc tctactctgt tcaaatgtcc 420 

acacgtctgt gtactcagtt ggtggctggt tcctattttt gtggctgcat tagctcagtt 480 

attcagacta gcatgacatt tactttatct ttttgcgctt ctcgggctgt tgaccacttt 540 

tactgtgatt ctcgcccact tcagagactg tcttgttctg atctctttat ccatagaatg 600 

atatcttttt ccttatcatg tattattatc ttgcctacta tcatagtcat tatagtatct 660 

tacatgtata ttgtgtccac agttctaaag atacattcta ctgagggaca taagaaggcc 720 

ttctccacct gcagctctca cctgggagtt gtgagtgtgc tgtatggtgc tgtctttttt 780 

atgtatctca ctcctgacag atttcctgag ctgagtaaag tggcatcctt atgttactcc 840 

ctagtcactc ccatgttgaa tcctttgatt tactctctga ggaacaaaga tgtccaagag 900 

gctctaaaaa aatttctaga gaagaaaaat attattctt 939 

<210> 1020 
<211> 828 
<212> DNA 

<213> Unknown (H38g870 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1020 

cattcttttc tcagatatat tttcgctaag ttgacaggtg agccagagct tcaaccctct 60 
ctctactctg tgttttggtc accctaactg ggatgaccac accacacctc catgtaccca 120 
ctgccacacc tccatgtacc tttatatctt tagcttttcc ttcataggtt tcttctattc 180 
ctctgtcatt tctccccaaa tgacaataag ctttgtgaca gaaaagaaca tcatcaccta 240 
tgtgacatca aacactcagc cttttcctct ggcttctttg tcattagtga ttactccata 300 
tttatcccac tggccttgga tcactatgag gccatgaccc tgccggtctc tttcataagt 3 60 

ttcatttctg tagatggttc ataagttata gaatttgctg atgctgtggt ccatcaaggg 420 
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acatggacca 
gcccgcttca 
agaaccagca 
catttttcat 
tttttttgga 
attacagtgt 
aacaagacta 



attcctgttt tgtgatcaca gttgcatgag ccttaacttg tgtaacatag 
ggctgcctga atcagtacct atgtcagaag caggtggatt tgtattcatg 
gtgtaccatg ctgtgttatc attttcatat tttgttttca ttcttttcaa 
taacccagtg gtccaaatct tcagccagat tccataaatc tgtttatttc 
ttagggacat tcatgtacct cagatctcca gaagctatgg gttagtgtaa 
ccttcaccaa gatggggcca gtgatgaacg gtctgttcaa caccttgagg 
tctaacttgc tgcaatgaaa cctttgtcat tttcttct 



480 
540 
600 
660 
720 
780 
828 



<210> 1021 
<211> 1001 
<212> DNA 

<213> Unknown (H38g871 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1021 

gatacagacc cacagagtct aacagatgtc tctatattcc ttctcctcga actctcagag 60 

gatccagaac tgcagccggt cgtcgctggg ctgttcctgt ccatgtgcct ggtcacggtg 120 

ctggagaacc tgctcatcat cctggccgtc agccctgact cccacctcca caccccatgt 180 

acttcttcct ctccaacctg tccttgcctg acatcggttt cacctccaca cggtccccaa 240 

gatgattgtg gacatccagt ctcacagcag agtcatctcc tatgcaggct gcctgactca 300 

gatgtctctc tttgccattt ttggaggcag ggaagagaga catgctcctg agtgtgatgg 360 

cctacgacca gtttgtagcc atctgtcacc ctccatatcg ttcagccatc ttgaacccgt 420 

gtttctgtgg cttcctagat ttgttgtcct tgtttttttt tttttttttt ttttttccct 480 

cagtctttta gactctcagc tgcacaactt gattgcctta caaatgacct gcttcaagga 540 

tgtggaaatt cctaatttct tctgggaacc ttctgtgaca ccttcaccag gaacatcaac 600 

atgtatttcc ctgctgccgt atttggtttt cttcccatct cggggaccct tttctcttac 660 

tgtaaaattg tttcctccat tctgagggtt tcatcatcag gtgggaagta taaaccttca 72 0 

ccacctgtgg gtctcacctg tcagttgttt gctgatttta tggaacaggc gttggagggt 780 

acctcggttc agatgtgtca tcttccccga gaaagcgtgc agtggcctca gtgatgtaca 840 

cggtggtcac ccccatgctg aaccccttca tctacagcct gagaaacagg gatatgaaaa 900 

gtgtcctgcg gcggccgcac agcagcgcag tctaatctca atatcttctt atctgttcca 960 

ttccttttgt aggatgggtt aaaaaaggca gcaaggtcaa a 1001 

<210> 1022 
<211> 1025 
<212> DNA 

<213> Unknown (H38g872 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1022 

gatacagacc cacagagtct aacagatgtc tctatattcc tcctcctcga actctcagag 60 

gatccagaac tgcagccggt cgtcgctggg ctgttcctgt ccatgtgcct ggtcacggtg 120 

ctggggaacc tgctcatcat cctggccgtc agccctgact cccacctccc cacccccatg 180 

tacttcttcc tctccaacct gtccttgcct gacatcggtt tcacctccac cacggtcccc 240 

aagatgagcg tggacatcca gtctcacagc agagtcatct cctatgcagg ctgcctgact 300 

caaatgtctc tctttgccat ttttggaggc atggaaaaaa gacatgctcc tgaggtgatg 360 

gcctatgacc tgtttgtacc catctgtcac cttctatatc gttcaaccat cttgaacccg 420 

tttgtccgtg gcttcctaaa tttgttgtct ttgttgttgg tttttttttt ttttctctca 480 

gtcttttaga ctcccagctg cacaacttga ttgccttaca aatgacctac ttcaaggatg 540 

tggaaattcc taatttcttc tgggaacctt ctcaactccc ccatcttgca tgttgtgaca 600 

ccttcaccag gaacaacaac atgtatttcc ctgctgccgt atttggtttt cttcccatct 660 

cggggaccct tttctcttac tgtaaaattg tttcctccat tctgagggtt tcatcatcag 720 

gtgggaagta caaaccttct ccacctgtgg gtctcacctg tcagttgttt gctgatttta 780 

tggagcaggc gttggagggt accttggttc agatgtgtca tcttccccga gaaagggtgc 840 

agtggcctca gtgacgtacg tacacggtgg tcacccccat gctgaactcc ttcatctaca 900 

gcctgagaaa cggggatatt aaaagtgtcc tacggcggcc gcatggcagc acagtctaat 960 

ctcaatacgt tcttatctgt tccattcctt ttgtagggtg ggttaacaaa gacagcaagg 1020 
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tcaaa 1025 

<210> 1023 
<211> 1044 
<212> DNA 

<213> Unknown (H38g873 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1023 

atggatctgg ggaactcagg gaatgattca gttgtgacca agtttgtcct gctgggcctc 60 

acagagactg cagctctaca gcccatcctc tttgtcatct tccttcttgc ttacgtcact 120 

accattggag gcaccctcag catcctggcg gccatcctta tggaaaccaa actccacagc 180 

cccatgtact tcttcctggg gaacttgtcc ctgccagatg tggggtgtgt cagtgtcact 240 

gtccctgcca tgctgagcca tttcatatcc aacgacagaa gcattcccta taaggcctgc 300 

ctctccgagc tcttcttctt ccacctcctg gctggggcag actgcttctt gctgaccatc 360 

atggcctatg accgctatct ggccatctgc cagtccctca cctacagcag ccgcatgagc 420 

tggggaatcc agcaagccct ggtgggcatg tcatgtgtct tttccttcac caatgcactg 480 

acccaaactg ttgccctgtc tcctcttaac ttctgtggcc ccaatgtgat caatcacttc 540 

tactgtgacc tcccacagcc cttccagctc tcctgcgcca gtgttcatct caatgggcag 600 

ttgctgtttg tagcagcagc tttcatgggt gtggccccct tggtcctcat cactgtgtcc 660 

tatgcccatg tggcagctgc agtcctgcga atccgctctg cagagggcaa aaagaaagcc 720 

ttctccacgt gtagttccca cctcactgtg gtgggcatct tctatgggac gggcgtcttc 780 

agctacacaa ggctgggttc agtggagtct tcggacaagg acaagggcat tggcatcctc 840 

aacactgtca tcagccccat gctgaaccca ctcatctact ggacatctct gctggacgtc 900 

gggtgcatca gtcactgttc ctccgatgct ggcgtgtctc caggcccacc agtgcagagt 960 

tccctatgct gcctgcagtt cacagctctt ctttccccac ctcctggctg gggtggactg 1020 

tcacctctta atagccatgg ccta 1044 



<210> 1024 
<211> 688 
<212> DNA 

<213> Unknown (H38g874 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1024 

atgctcatac ctagctccac caggaaaatg gcagcagaaa gtcactctac ggtgacagag 60 

ttcattctca ggaaaaagcc agcaagggct ccagctcccc ctcttctagg gatctgtttg 120 

aaaaccgtag tgggggccct catcttgatc actctagttt tccttaattc tcagcttcac 180 

cctcccatgt actacgtcat cagaaattta tcatttatgg atcactgcaa ttgctctatt 240 

agtaccccta aaatactggt gaagtttgtg ttagagaaga ccatcatctc ctatgaggac 300 

ggcatgtcac agctttgtag tgcttcgtgt ttatattgtc atggccaagc gtaacatgcg 3 60 

gaccagcaac tgctgtcatc acatttcatc aagtcagctc cc tgctggta gttgtagtat 420 

ttatatggag ttgactggta caacaataga tattttgcct tgtattaaaa tagtactagt 480 

gtgagttatt catcagtcat acttctctca tgcactagca tctatgatat tgataggaca 540 

attttctttt ttacttgatg caatattgta gtcactagat taacagttgt ttcctactcc 600 

ttttctctcc agcatcctcc acatcagctt tacaaagggc aagctctggg tttttcccgt 660 

aggtctgacg cattcatgct gttgcctt 688 



<210> 1025 
<211> 993 
<212> DNA 

<213> Unknown <H38g875 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1025 
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cacacagagc 
gatccagaac 
atggtgctga 
cccacgtact 
gttcccaata 
ctgacacaga 
atgacctatg 
cctcacctct 
ctgcacagtt 
gtctgtgacc 
ttcatgcatt 
tactataaaa 
ttctccacct 
gtgtacttga 
tacgctgtgg 
caaagtgccc 
ttttcttgtg 



cacggaatct 
tgcagccgct 
ggaacctgct 
tcttcctctc 
tgattgtgga 
tttccttctt 
actgctttgt 
gtgtcttctt 
ggattgtgtt 
cctctcaact 
tccataatac 
tcgtcccctc 
gtggctctca 
cttcagctct 
tcacccccat 
tgtggaggct 
tgggtaaggg 



cacaagtgtc 
cctcgctttg 
caacatcctg 
caacctgtgc 
catgcagtcg 
gctccttttt 
agccatctgt 
cgttttggtg 
acaattcacc 
tctcaaactt 
tatgtttggt 
cattcttagg 
cctagcagtt 
gtcaccaccc 
gctgaacctt 
gctcagcaga 
caaccacatt 



tgagaattcc tcctcctggg actctcagag 
ctgtccctgt ccctgtccat gcatctggtc 
gctgtcagct ctgactcccc cctccacacc 
tgggctgaca tcggtttcac ctcggccacg 
catagcagag tcatctctca tgcggactgc 
gcatgtatag aaggcatgct cctgactgtg 
tgccctctgc actacccagt catcgtgaat 
tcctttttcc ttagcctgtt ggattcccag 
atcatcaaga atgtggaaat ctctaattct 
gcttgttctg acagcgtcat caatagcata 
tttcttccca tttcagggat ccttgtgtct 
atttcatcgt cagatgggaa gtataaagcc 
gtttgctgat tttatggaac aggcattggc 
cccaggaatg gtgtggtggc gtcagtgatg 
ttcatctaca gcctgagaaa cagggacata 
acagtcgaat ctcatgatct gttccatcct 
aaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
993 



<210> 1026 
<211> 965 
<212> DNA 

<213> Unknown (H38g876 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1026 

cacagagagc cacggaatct cacaggtgtc tgagaattcc tcctcctggg actctcagag 60 

gatccagaac tgcagccgtc ctcgctttgc tgtccctgtc cctgtccatg tatctggtca 120 

cggtgctgag gaacctgctc agcatcctgg ctgtccgctc tgactccccc ctccacaccc 180 

ccatatactt cttcctctcc aacctgtgct gggctgacat cggtttcacc tcggccacag 240 

ttcccaagat gattgtggac atgcagtcgc atagcagagt catctctcat gcaggctgcc 300 

tgacgcagat gtctttcttg gtcctttttg catgtataga aggcatgctc ctgactgtga 360 

tggcctatga ctgctttgta gccatctgtc accctctgca ctacccagtc atcgtgaatc 420 

ctcacctctg tgtcttcttc gttttggtgt cctttttcct tagcctgttg gattcccagc 480 

tgcacagttg gattgtgtta caattcacca tcatcaagaa tgtggaaatc tctaattttg 540 

tctgtgaccc ctctcaactt ctcaaatttg cctgttctga cagcatcatc aatagcatat 600 

tcatatattt ccatagtact atgtttggtt ttcttcccat ttcagggatc cttttgtctt 660 

actataaaat catcccctcc attctaagga tttcatcatc agatgggaag tataaagcct 720 

tctccacctg tggctctcac ctagcagttg tttgctgatt ttatggaaca gacattggca 7 80 

tgtacctgac ttcagctgtg tcaccacccc ccaggaatgg tgtggtggca tcagtgatgt 840 

acgctgtggt cacccccatg ttgaaccttt tcatctacag cctgagaaac agggacatac 900 

aaagtgccct gtgggggctg cacagcagaa cagtcgaatc tcatgatctg ttccatcctt 960 

tttct 965 

<210> 1027 " - " 

<211> 945 
<212> DNA 

<213> Unknown (H38g877 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1027 

atgcagccag aatctggggc caatggaaca gtcattgctg agttcatcct gctgggcttg 60 
ctggaggcgc cagggctgca gccagttgtc tttgtgctct tcctctttgc ctacctggtc 120 
acggtcaggg gcaacctcag catcctggca gctgtcttgg tggagcccaa actccacacc 180 
cccatgtact tcttcctggg gaacctatca gtgctggatg ttgggtgcat cagcgtcact 240 
gttccatcaa tgttgagtcg tctcctgtcc cgcaagcgtg cagttccctg tggggcctgc 300 
cttacccagc tcttcttctt ccatctgttc gttggagtgg actgcttcct gctgaccgcc 360 
atggcctatg accaattcct ggccatctgc cggcccctca cctacagcac ccgcatgagt 420 
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cagacagtcc agaggatgtt ggtggctgcg tcctgggctt gtgctttcac caacgcactg 480 

acccacactg tggccatgtc cacgctcaac ttctgtggcc ccaatgtgat caatcacttc 540 

tactgtgacc tcccacagct cttccagctc tcctgctcca gcacccaact caatgagctg 600 

ctgctttttg ctgtgggttt tataatggca ggtaccccca tggctctcat tgtcatctcc 660 

tatatccacg tggcagctgc agtcctgcga attcgctctg tagagggcag gaagaaagcc 720 

ttctccacat gtggctccca cctcactgtg gttgccatat tctatggttc aggtatcttt 780 

aactatatgc gactgggttc aaccaagctt tcagacaagg ataaagctgt tggaattttc 840 

aacactgtca tcaatcccat gctgaaccca atcatctaca gcttcagaaa ccctgatgtg 900 

cagagtgcca tctggaggat gctcacaggg aggcggtcac tggct 945 



<210> 1028 
<211> 969 
<212> DNA 

<213> Unknown (H38g878 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1028 

atgacagatt acaatgaacc aatggaacca atggaagata agaaccagac agtagtgact 60 

gaatttctct tattgggcct cacagatcat ccctatcaga agattgttct cttcttcatg 120 

tttctctttg tttatcttat caccctggga ggtaacttgg ggatgatcac tctcatatgg 180 

attgatccca gactccacac tcctatgtac ttttttctta ggcacttgtc ctttgtagat 240 

atttgttcct cttcttctgt tgtgcctaag atgctgtgta atatctttgc agagaaaaaa 300 

gacatcactt ttctgggttg tgctgcacag atgtggttct ttggtctctt tgaggcagct 360 

gagtgttttc tcctggctgc catggcatat gaccggtatg tggccatctg caagcccttg 420 

ttgtatacgc tcattatgtc tcagcaggtc tgtatgcagc tggtggtagg gccttatgcc 480 

atggctctta taagcaccat gactcataca attttcactt tttgcttacc cttttgtggt 540 

Jtasaaatatta tcaatcactt tttctgtgat atttttccac tgctttccct agcatgtgca 600 

gacacctggg tgaataaatt tgtgctgttt gtcttggctg gagctatagg agtactcagt 660 

ggtctgatca tcatggtctc ctatatttgc atcctgatga ccatcttgaa gatccagact 720 

gctgatggga agcaaaaagc tttcttcacc tgtttttctc accttgcggc tgtctccatc 780 

ctgtatggga ctcttttctt gatttatgtt cggccaagtt caagttcctc cctgggtatc 840 

tataaagtga tttctctatt ttatactgtg gtaatcccca tggttaaccc ccttatttac 900 

agcttgagga ataaggaggt gaaagatgca ttcagaagaa aaattgagag gaaaaaattt 960 

attataggt 969 



<210> 1029 
<211> 687 
<212> DNA 

<213> Unknown (H3 8g879 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1029 

ttcttttctt tagacctcat tagaagccaa gcaaatacaa tgtcaaagaa acactggaca 60 

gccatagctg agtttattcc cctgggaccg acagatcaag ccgagttgca gcttgtcctt 120 

tttttctgtc acgttcctgg tcatttacct tattatggta atgggcaatt tgagcatgat 180 

tttgatcatt agaagtgact gaaaacttca cattccaatg tacttcttcc tcagtcacct 240 

ctcctttgca gttctctgtt atactctcaa tgtcactcct cagatattgg ttaatttcct 300 

atccaagaga aaaaccattt tcttcattgg ttgtgtaagt gttttataat tctacttttt 3 60 

cattgtcctg ataatcagag attatcatat gcttacagtg atggctaatg actgctacat 420 

ggccatttgc aagcccttgt tatatggtag taaaatgtcc agatttgtct gcctctctct 480 

ggcttctgtt tcttaaatat atggctttgc aaactatctg gcacagacca tccggatgct 540 

tcttctgtcc ttctgaggat ccaatgagat caaccacttt gactgtgcgg acccccctct 600 

gttagtcctc ccttgcgcag gtacctgtgt caaataaatc atcatgttga tggagccaca 660 

ctgtcttttg aaacctggat atatttt 687 



<210> 1030 
<211> 859 
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<212> DNA 

<213> Unknown (H38g880 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1030 

atgtatctgg tcacggtgct gaggaacctg ctcagcatcc tggctgtcag ctctgactcc 60 

cacccccaca cacccatgta cttcttcctc tccaacctgt gctgggctga catcggtttc 120 

accttggcca cggttcccaa gatgattgtg gacatggggt cgcatagcag agtcatctct 180 

tatgggggct gcctgacaca gatgtctttc ttggtacttt ttgcatgtat agtagacatg 240 

ttcctgactg tgatggctta tgactgcttt gtagccatct gtcgccctct gcactaccca 300 

gtcatcgtga atcctcacct ctgtgtcttc ttcgttttgg tgtccttttt ccttagcctg 3 60 

ttggattccc agctgcacag ttggattgtg ttacaattca ccttcttcaa gaatgtggaa 420 

atctctaatt ttgtctgtga gccatctcaa cttctcaagc ttgcctctta tgacagcgtc 480 

atcaatagca tattcatata ttttgataat actatgtttg gttttcttcc catttcaggg 540 

atccttttgt cttactataa aattgtcccc tccattctaa ggatttcatc atcagatggg 600 

aagtacaaag ccttctcagc ctgtggctgt cacctggcag ttgtttgctt attttatgga 660 

acaggcattg gctgtgtacc tgacttcagc tgtggcacca cccctcagga atggtatggt 720 

ggcgtcagtg atgtacgctg tggtcacccc catgctgaac cctttcatct acagcctgag 780 

aaacagggac attcaaagtg ccctgtggag ggtgtgcaac aaaacagtcg aatctcatga 840 

tctgttccat cctttttct 859 

<210> 1031 
<211> 975 
<212> DNA 

<213> Unknown (H38g881 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1031 

atggctaatg aaaactacac aaaggtcacc taattcattt tcacaggctt gaattacaat 60 

cctcagttgc gggtcttcct tttcctactc tttctgacaa ctttctatgt catcaatgta 120 

actggaaact tgggaatgat tgtcctcatc cgaattgatt cccgccttca cacacccatg 180 

tactttttcc tcagccacct gtcctttgtg gacacctgct tctcctcagt tgtgagcccc 240 

aagatgctca ctgacttctt tgtgaagagg aaagccattt ctttccttgg ctgtgctttg 300 

cagcagtggt tctttgggtt ctttgtggca gcagactgtt tcctcttgga gtccatggcc 360 

tatgactgct atgtggccat ctgtaaccca ttgttatact cagttgctat gtcccagagg 420 

ctctgcatcc agctagtggt gggtccctat gtcattggac tcatgaatac catgactcac 480 

acaacaaatg cattttgtct ccctttttgt ggccctaatg tcatcaatcc tttcttctgt 540 

gatatgtccc ccttactttc ccttgtatgt gctgatacca ggctcaataa gttggcagtt 600 

ttcatcgtgg ctggagctgt gggagtcttc agtggtctga ctatcctgat ttcctacatt 660 

tacatcctca tggccatcct gaggatccgc tctgctgatg ggaggtgcaa aaccttttct 720 

acttgctctt ctcacctgac agctgttttc atctcgtatg gtaccctttt ctttatttat 780 

gtacatccca gtgcaacctt ctccctggat ctcaataaag tagtgtctgt gttttacaca 840 

gcagtgattc ctatgttgaa cccacttatc tacagcttga gaaacaagga agtcaaagat 900 

gccatccaca ggactgtcac tcagaggaag ttttgcaagg cctaaattct tatccagaag 960 

gaattaggga ggaaa 975 

<210> 1032 
<211> 941 
<212> DNA 

<213> Unknown (H38g882 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1032 

atggagactg aaaacaatac aacagtgaca gagttcatta ttttgggatt aacagacaat 60 
cctatgctat gtgccatttt cttcgtgttt tttctagcag tttatatagt tactataccg 120 
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ggaaatatta 
ctttttctca 
attctcatca 
cttggctctg 
tctgctctcc 
gagcctccta 
tgtccttctg 
agctttcttg 
tccttatcag 
tgaaggtgtg 
ctgcagtcac 
attcagcgga 
accccctcat 
caagaacaca 



gcataatcct 
gccatttggc 
atttcttaag 
atgtcatgtt 
cctgctttac 
cctgggtgga 
cggtccaaat 
tggccatgtt 
cacgctgttt 
ctctactgag 
tttgttctat 
tcaggtcaag 
ctacagtctc 
ttggttttcc 



cttaatccaa 
ttctgtggac 
agagaaaacg 
tggaaccaca 
tccatccaaa 
tgcctgaacg 
aaaatcaacc 
tacattgctg 
accataatcg 
ggaaggaaga 
gggaccattt 
gtggcatttg 
aggaataagg 
tgaattaaat 



agcagcccac 
attgggtatt 
actattcctg 
gagtgcttcc 
tgcccccagt 
cttcgtcttt 
actttttctg 
aaatatcccc 
tgtcctacat 
aggctttctc 
tgtttgttta 
tgatctacac 
aggtgaaaga 
cagtataatc 



agcttcacac 
ccatatcagt 
tcacaggctg 
tgctggtcac 
cgtctgcttc 
tacaggctgt 
tgacctcttc 
tgccatctcc 
ctacatcctt 
cacctgcgct 
tgtgatgccc 
ggtggtgatt 
ggccatgaga 
c 



gctaatgtac 
tacgccaatc 
tatagcacag 
tatgtggcta 
ctcctactgg 
ttgatgaacc 
ccactcttga 
tctgcatctg 
cactccatcc 
tcccacctca 
aagtcaagct 
cccatgctga 
aaattgatgg 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
941 



<210> 1033 
<211> 606 
<212> DNA 

<213> Unknown (H38g883 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1033 
atctttgcca 
acagtctttg 
ctgatcatga 
gctatttaga 
atactatcta 
tttggtttgc 
atctgaggtc 
tgtctgtgct 
ttctataaga 
ctgaggtaca 
cagatt 



tcttgaccac 
tgaataagag 
cagtggtcta 
ctgcttcttg 
tgaaataaac 
atttcctata 
tttgccacct 
tgtactgctt 
gacctacatt 
tggaggccaa 



cattgactgc 
ggcatgtgcc 
aataaccaca 
tttgacaccc 
agtattttat 
ttgacatccc 
gtgtccccca 
acctcaagca 
atcatcattc 
ggataccatg 



tgtgtatttg 
cagctggcgt 
gtgtcacaga 
ttcttgtcat 
tcaccacaca 
tgttacctcc 
acccccacct 
caagccaatg 
attctgcctc 
tacagagctg 



tctgggaatt 
gtggtgcctt 
ggtacaaaag 
gaaactctcc 
tgtgtgcagg 
atcgtgctta 
catcatggtc 
aattcaatag 
tggacactgt 
tggacagaaa 



cctggagtgc 
ttgcattggc 
gagcacatat 
tgcattgaca 
tgtccatggg 
gaatttccta 
attgtctata 
aaaacaggtc 
tgtttacact 
tatttcttaa 



<210> 1034 
<211> 945 
<212> DNA 

<213> Unknown (H38g884 nucleotide) 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
606 



<220> 

<223> Synthetic construct 



<400> 1034 
atggagccag 
gtgcaaacag 
acaactgggg 
cccatgtact 
gttcctgcaa 
ctctcccagc 
atggcctatg 
cagacagtcc 
acccacactg 
tactgtgacc 
ctgctctttg 
tacagccacg 
ttctccacgt 
aactacatga 
aacactgtta 
cagggtgctc 



aagctgggac 
aagagatgca 
gcaacctcag 
tcttcctggg 
tgttgggtcg 
tcttcttctt 
accgactcct 
agaggatgtt 
tggccatgtc 
tcccacagct 
ctgtgggttt 
tggcagctgc 
gtggctccca 
gactgggttc 
tcaaccctat 
tgtggcaaat 



caataggacc 
gccagttgtc 
catcctggca 
gaacctgtca 
tctcttgtcc 
ccaccttctg 
ggccatctgc 
ggtggctgcg 
cacgctcaac 
cttccagctc 
catcatggca 
agttctacga 
cctcaccgtg 
agaggaggct 
gctgaaccct 
atttttgggg 



gctgttgctg 
tttgtgctcc 
gccgtcttgg 
gtgctggatg 
cacaagtcca 
gctgggatgg 
cagcccctca 
tccttggctt 
ttctgtggcc 
tcctgctcca 
ggcacacctt 
atccgttcag 
gtttgtcttt 
tcagacaagg 
cttatctaca 
aggagatcac 



agttcattct 
tcctctttgc 
tggagcccaa 
tcggatgtat 
caatttccta 
actgcttcct 
cctacagcac 
gtgccttcac 
ccaatgaggt 
gcacccaact 
tggttctcat 
tggagggccg 
tctttggaag 
ataaaggggt 
gcctcagaaa 
tgacc 



actgggccta 
ctatctggtc 
actccacgcc 
cactgtcact 
tgacgcctgc 
gctgaccgcc 
ccgcatgagt 
caacgcactg 
caatcacttc 
caatgagctg 
catcactgcc 
aaagaaggcc 
aggtatcttc 
tggagttttc 
ccctgatgtt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
945 
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<210> 1035 
<211> 927 
<212> DNA 

<213> Unknown (H38g885 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1035 

atgaagagaa agaacttcac agaagtgtca gaattcattt tcttgggatt ttctagcttt 60 

ggaaagcatc agataaccct ctttgtggtt ttcctaactg tctacatttt aactctggtt 120 

gctaacatca tcattgtgac tatcatctgc attgaccatc atctccacac tcccatgtat 180 

ttcttcctaa gcatgctggc tagttcagag acggtgtaca cactggtcat tgtgccacga 240 

atgcttttga gcctcatttt tcataaccaa cctatctcct tggcaggctg tgctacacaa 300 

atgttctttt ttgttatctt ggccactaat aattgcttcc tgcttactgc aatggggtat 360 

gaccgctatg tggccatctg cagacccctg agatacactg tcatcatgag caagggacta 420 

tgtgcccagc tggtgtgtgg gtcctttggc attggtctga ctatggcagt tctccatgtg 480 

acagccatgt tcaatttgcc gttctgtggc acagtggtag accacttctt ttgtgacatt 540 

tacccagtca tgaaactttc ttgcattgat accactatca atgagataat aaattatggt 600 

gtaagttcat ttgtgatttt tgtgcccata ggcctgatat ttatctccta tgtccttgtc 660 

atctcttcca tccttcaaat tgcctcagct gagggccgga agaagacctt tgccacctgt 720 

gtctcccacc tcactgtggt tattgtccac tgtggctgtg cctccattgc ctacctcaag 780 

ccgaagtcag aaagttcaat agaaaaagac cttgttctct cagtgacgta caccatcatc 840 

actcccttgc tgaaccctgt tgtttacagt ctgagaaaca aggaggtaaa ggatgcccta 900 

tgcagagttg tgggcagaaa tatttct 927 

<210> 1036 
<211> 958 
<212> DNA 

<213> Unknown (H38g886 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1036 

atgttgcaga gagttgggga aatggatgga ggcaaccaga gtgaaggttc agagttcctt 60 

ctcctgggga tctcagagag tcctgagcag cagcagatgc tgttttggat gttcctggtc 120 

aggtacctgg tcacggtgct gggaaatgtg ctcatcatcc tggccatcag ctctgattcc 180 

cgcctgcaca cccccatgta cttcttcctg gccaacctct ccttcactga cctcttcttt 240 

gtcaccaaca caatccccaa gatgctggtg aacctccagt cccagaacaa agccatctcc 3 00 

tacacagggt gtctgacaca gctctacttc ctggtctcct tggtggccct ggacaacctc 360 

aacctggccg tgatggcgta tgatcgctat gtggccatct gccgtcccct ccactatgtc 420 

acagccatga tccctgggct ctgtatcttg ctcctctcct tgtgttgggt gttctctgcc 480 

ctctatggcc tcatccatat cctcctcatg accaggtgac cttctgtggg tctcaaaaga 540 

tccactacct cttctgtgag atgtacttcc tgctaaggct ggcatgttcc aacatccacg- 600 

tcaaccacac agtactggtt gccacgggct gcttcatctt cctcatcccc ttaggtttca 660 

tgatcacatc ctacgcccgc attgtcagag ccatcctcca aataccctca gccactggga 720 

agtacaaagc cttctccacc tgtgcttccc atttggctgt ggtctccctc ttctatggga 780 

ctctgggtat ggtgtacctg cagcccctcc aaacctactc catgaaggac tcagtagcca 840 

cagtgatgta tgcggtggtg acgccatgat taaccctttc atctacagcc tgaggaacaa 900 

ggacatgcat ggggctctgg gaagacttcg ccaaggaaaa gccttccaga agttgaca 958 

<210> 1037 
<211> 828 
<212> DNA 

<213> Unknown (H38g887 nucleotide) 
<220> 

<223> Synthetic construct 
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<400> 1037 
atgcgaagaa 
cacaaacatc 
ggcaatgcca 
ttcttcctga 
atgctctcca 
acgttcttct 
gaccactata 
tgtgtccagc 
acatccatat 
ctccctgtca 
gtcaggttat 
atctccactg 
gccttccacc 
cccaagtcag 



agaacctcac 
acatcactct 
tcatcatgac 
gcatgctggc 
gcttcgtaac 
ttgttacctt 
tggccatctg 
tggtgtgtgg 
ttaccttacc 
tgaaactctc 
ttgtcatcct 
tcctcaagat 
tcactgtggt 
aaaactctat 



agaggtaaca 
ctttgtggtt 
catcatctgc 
tagctcaaag 
ccagacccag 
ggccatcaac 
caatcccttg 
agcctttagc 
tttttgtcac 
ctgtattaat 
ggtccccatg 
tgcctcagct 
cattgtccat 
agaacaagac 



gagtttgttt 
tttctcatcc 
attgaccgtc 
acagtgtaca 
ccaatctccc 
aattgcttct 
agatacaggg 
attggcctgg 
acggtggttg 
accactatca 
ggtctggtct 
gagggttgga 
tatggctgtg 
ctccttctct 



tcctgggatt 
tgtacacatt 
acctccacac 
cactgttcat 
tagccggttg 
tgctcacagt 
tcattacgag 
ccatggcagc 
gtcatttctt 
atgagataat 
tcatctccta 
agaagacctt 
cttccattgc 
cagtgacc 



ctccagattc 
aactgtggct 
tcccatgtac 
cattccacag 
taccacccaa 
gatgggctat 
caagaaggtg 
tgtccaggta 
ctgtgacatc 
caattttgtt 
tgtcctcatc 
tgccacctgt 
ctacctcatg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
828 



<210> 1038 
<211> 936 
<212> DNA 

<213> Unknown (H3 8g888 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1038 
atggatggag 
cctgagcagc 
ggaaatgtgc 
ttcttcctgg 
atgctggtga 
ctctacttcc 
gatcgctatg 
tgtgtcttgc 
ttcctcctga 
atgtacatcc 
gccactggct 
attgtcagaa 
tgtgcctcgc 
cagcccctcc 
acacctatga 
ggaagagtcc 



ataaccagag 
agcagatcct 
tcatcatcct 
ccaacctctc 
acttccagtc 
tggtctcctt 
tggccatctg 
tcctctcctt 
ccagggtgac 
tgctgtggct 
gcttcatctt 
ccatccttca 
atttgggtgt 
atacctactc 
tgaacccttt 
tatggagacc 



tgagaactca 
gttttggatg 
ggccatcagc 
cttcactgac 
ccagaacaaa 
ggtgaccctg 
ctgccccctc 
gtgttggggg 
cttctgtggg 
ggcatgttcc 
cctcaccctc 
aatgccctcg 
ggtctccctc 
catgaaggac 
catctacagc 
ctttcagagg 



cagttccttc 
ttcctgtcca 
tctgattccc 
ctcttctttg 
gccatctcct 
gacaacctca 
cactatgtca 
ctgtctgttc 
cctcgagaga 
aacacccaca 
ttagggttca 
gcctctaaga 
ttttatggga 
tcagtagcca 
ctgaggaaca 
cctaaa 



tcctggggat 
tgtacctggt 
acctgcacac 
tcaccaacac 
atgcagggtg 
tcctggccgt 
cagccatgag 
tctatggcct 
tccactacct 
tcattcacac 
tgaccacatc 
aatacaaaac 
cgcttgctat 
cagtgatgta 
aagacatgca 



ctcagagagt 
cacggtgctg 
ccccatgtac 
aatccccaag 
tctgacacag 
gatggcgtat 
ccctgggctc 
cctcctcacc 
cttctgtgac 
agcattgatt 
ctatgtacgt 
tttctctacc 
ggtgtacctg 
tgctgtgctg 
tggggctccg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
936 



<210> 1039 
<211> 898 
<212> DNA 

<213> Unknown (H38g889 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1039 
atggctgatg 
ttcagctgca 
gaaaacttgg 
tttgtcctca 
ttgctcactg 
cagtggttct 
gacaattatg 
tgcatccagc 
acggctgctt 
atgtctctcc 



gaaatataaa 
agtcttcctt 
gcatgatggt 
gctacctgtc 
acttatttgc 
ttgggttctt 
tggccatctg 
tggtggttgt 
ttcattttcc 
ttctttctct 



aggatcacag 
ttcttaccat 
tcgcatctgg 
ctttgtggac 
tgtaaggaaa 
cgtagtcatt 
taacccattg 
acgttatgca 
cttttttcac 
cgtgtgtgct 



aattcatttt 
ttctaccttt 
ctcgattcct 
atctgcttct 
gccatctctt 
gagtatcttc 
ttgtactcag 
gctgatttct 
tccaacatta 
gacgcccgga 



tgtaggctta 
tttacctcat 
gctttcacac 
catccgttgt 
tcctgggctg 
tcttggcttc 
tggccatgta 
tcaacaccat 
tcaatcattt 
tcaataaatt 



aggtatcatc 
tactatgaca 
acctatgtac 
gggccacaag 
tcccttgcag 
catggcctat 
atagagactg 
aactcacaca 
cttctgtgac 
gttagttttc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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attgtggctg gagctgtact agttgtcagt agcctgacca ttataatctc ctatttttac 660 

atccttactg acattctgag gatctgctct gctaattggg aagaacaaaa ctttttccac 720 

ctgctcttca cacttaacag ctgtttccat cttttatggg tctctcttct ttagctacgt 780 

ttcgaccagg tgcaactttt tacccggaac tcaataaaat agtgttggtg ttctgtacat 840 

ccccatgttg aaacctctca tctacagctt gataaataaa gaagtatcct agccacta 898 



<210> 1040 
<211> 934 
<212> DNA 

<213> Unknown (H38g890 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1040 

atggaaaaaa taaacaacgt aactgaattc attttctggg gtctttctca gagcccagag 60 

attgagaaag tttgttttgt ggtgttttct ttcttctaca taatcattct tctgggaaat 120 

ctcctcatca tgctgacagt ttgcctgagc aacctgttta agtcacccat gtatttcttt 180 

ctcagcttct tgtcttttgt ggacatttgt tactcttcag tcacagctcc caagatgatt 240 

gttgacctgt tagcaaagga caaaaccatc tcctatgtgg ggtgcatgtt gcaactgctt 300 

ggagtacatt tctttggttg cactgagatc ttcatcctta ctgtaatggc ctatgatcgt 3 60 

tatgtggcta tctgtaaacc cctacattat atgaccatca tgaaccggga gacatgcaat 420 

aaaatgttat tagggacgtg ggtaggtggg ttcttacact ccattatcca agtggctctg 480 

gtagtccaac tacccttttg tggacccaat gagatagatc actacttttg tgatgttcac 540 

cctgtgttga aacttgcctg cacagaaaca tacattgttg gtgttgttgt gacagccaac 600 

agtggtacca ttgctctggg gagttttgtt atcttgctaa tctcctacag catcatccta 660 

gtttccctga gaaagcagtc agcagaaggc aggcgcaaag ccctctccac ctgtggctcc 720 

cacattgcca tggtcgttat ctttttcgag cccctgtact tttatgtaca tgcgccctga 780 

tacgaccttt tcagaggata agatggtggc tgtattttac accattatca ctcccatgtt 840 

aaatcctctg atttatacac tgagaaatgc agaagtaaag aatgcaatga agaaactgtg 900 

gggcagaaat gttttcttgg aggctaaagg gaaa 934 



<210> 1041 
<211> 951 
<212> DNA 

<213> Unknown (H3 8g891 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1041 

atggactata gaaatcaaac tttggttact gaattttttt ccgtgggatt aacaaatctc 60 

tttcagcaca agattgctct ctttctggta tttctctttg tttatcttgt cactgttccg 120 

ggaaacttgg gaatgatcac tcttatttgg atggattctc gactccagac ccccaagtac 180 

ttttctctct gccacttgtc ctttgtggat gtctgctcct cttctgccat cggtcccaag 240 

atgttgactg atatcttcgt ggagaaaaaa gtaatctctt tggttgtgtt gcccagttat 300 

ggttttttgg ccattttgta gtaactgaat gtttccttct ggctgccatg gcatatgacc 360 

ggtataggct atctataagc ctttgttgta tacactcatt atgtcccaac aggtctgtgt 420 

gcagctggtg gtgggcctta tgctgtgggc cttataagca ccatgaccca tatgactttc 480 

acctttcgcc tactctactg tggtccaaac atcatcaatc acttcttctg tgaccttctc 540 

cctgtcctct ccctggcata tgcagatacc catattaata aatgtttact ttttatcttg 600 

gtgggtgccc tgggagtact cagtggtgtg atcatcttgg tctcctacat ttacattgtc 660 

attgccatcc tgagaattcg ctctgctgac gcgagacgca aagacttctc cacttgctct 720 

tcacacctga tggctgtctc catcctgtat gggacactct tctttatctg tgtatgtcca 780 

agctctagtt tctctatcaa catcaataaa gtggtttccc tgttctacac agcagtgatc 840 

cccatgttga atccccttat ctacagcctg agaaacaagg aggtaaaaga ttcattcagc 900 

aagaagtttg aaagaaagaa gtttcttata ggtaggtgaa ctagaatacc a 951 



<210> 1042 
<211> 930 
<212> DNA 



420 
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<213> Unknown (H38g892 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1042 

atggtgaatt ttacacatgt ctcagaattt gttctacttg ggttccaagg gggtcccggg 60 

atgcaggcta tgctatttct gatttttctg atcctgtatg gcatagctgt ggtgggaaac 120 

cttggcatga ttgtaattat ctgggtagat gcacacctcc acaccccaat gtatgccttc 180 

ctgcaaagcc tttcattgtt ggacatctgc tattcctcca caattgcacc cagggctctg 240 

gcgaactcca tgcaagagga ccacacaatt tcctttggcg gatgtgctgc tcagttcttt 300 

ttcttgtctc tctttggtat cacagaggct ttcctcctgg ctgccatggc ctatgaccgc 360 

ttcatcgcca tctgcaaccc tcttctgtac tctgtgagca tgtctcacca ggtctgtgtg 420 

ctgttaatat caggatccta cttgtggggt gtagtcaatg ccattgctca aacaaccatg 480 

accttcaggt tgcctttctg tgggtccaat gagatcaacg actttttctg tgatgttccc 540 

ccactcttgt ccctctcatg ttcagatacc tttataaacc aactggttct tcttggttta 600 

tgtggctcca ttattgtcag tacctttttg attgtcctgg tctcatacat ttacatcatc 660 

tcaacaattc tgaggatccc gaccatgcag ggacgctaga aagccttctc cacgtgcgct 720 

tcccacctaa caggagtgtg cttgtttttt ggtactgttt tcttcatgta tgcacaaccc 780 

agtgccatct tcttcatgga gcaaagtaaa atagtgtcca tattctacac tatggtcatc 840 

cccatgctga atcccctgat atacagcctg aggaacaaag aggtcaagca ggctctgaga 900 

cggagcatgc agaagctgtc tttgtgatca 930 

<210> 1043 
<211> 927 
<212> DNA 

<213> Unknown (H38g893 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1043 

atgagggaaa ataaccagtc ctctacactg gaattcatcc tcctgggagt tactggtcag 60 
caggaacagg aagatttctt ctacatcctc ttcctgttca tttaccccat cacattgatt 120 
ggaaacctgc tcattgtcct agccatttgc tctgatgttc gccttcacaa ccccatgtat 
tttctccttg ccaacctctc cttggttgac atcttcttct catcggtaac catccctaag 
atgctggcca accatctctt gggcagcaaa tccatctctt ttgggggatg cctaacgcag 
atgtatttca tgatagcctt gggtaacaca gacagctata ttttggctgc aatggcatat 3 60 

gatcgagctg tggccatcag ccacccactt cactacacaa caattatgag tccacggtct 420 
tgtatctggc ttattgctgg gtcttgggtg attggaaatg ccaatgccct cccccacact 480 
ctgctcacag ctagtctgtc cttctgtggc aaccaggaag tggccaactt ctactgtgac 540 
attaccccct tgctgaagtt atcctgttct gacatccact ttcatgtgaa gatgatgtac 600 
ctaggggttg gcattttctc tgtgccatta ctatgcatca ttgtctccta tattcgagtc 660 
ttctccacag tcttccaggt tccttccacc aagggcgtgc tcaaggcctt ctccacctgt 720 
ggttcccacc tcacggttgt ctctttgtat tatggtacag tcatgggcac gtatttccgc 780 
cctttgacca attatagcct aaaagacgca gtgatcactg taatgtacac ggcagtgacc 840 
ccaatgttaa atcctttcat ctacagtctg agaaatcggg acatgaaggc tgccctgcgg 



180 
240 
300 



900 



aaactcttca acaagagaat ctcctcg 9 27 

<210> 1044 
<211> 927 
<212> DNA 

<213> Unknown (H38g894 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1044 

atgaagaaag aaaatcaatc ctttaacctg gattttattc tcctgggagt tactagtcag 60 
caagaacaga ataatgtctt ctttgtgatt tttttgtgca tttaccccat cacactgact 120 
ggaaatctgc tcatcatctt ggccatctgt gctgacattc gccttcacaa ccccatgtat 180 
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tttctccttg ccaacctctc cttggttgac atcatcttct catccgtaac catccctaag 240 

gtgctggcca accatctctt gggcagcaag ttcatctcct ttgggggatg cctaatgcag 3 00 

atgtatttca tgatagcctt ggccaaggca gacagctata ccttggctgc aatggcatac 3 60 

gatcgagctg tggccatcag ctgcccactt cattacacaa caattatgag tccacggtct 420 

tgtatcctgc ttattgctgg gtcttgggtg attggaaaca ccagtgctct cccccacact 480 

ctgctcacag ctagtttgtc cttctgtggc aaccaggaag tagccaattt ctactgtgac 540 

attatgcctt tgctgaagtt gtcctgttct gacgtccact ttaatgtgaa gatgatgtac 600 

ctaggggtcg gcgttttctc tttgccatta ctatgcatca ttgtctccta tgttcaggtc 660 

ttttccacag tcttccaagt tccatctacc aagagtctat tcaaagcctt ctgcacctgt 720 

ggctcccacc tcacagttgt ttttttatat tatggtacaa cgatgggcat gtatttccgc 780 

cctctgacca gttacagccc caaagatgca gtgataactg tgatgtatgt ggcagtgacc 840 

ccagcattaa atcctttcat ctatagtctg agaaattggg atatgaaggc agccctacag 900 

aaactcttca gcaagagaat ctcctca 927 



<210> 1045 
<211> 990 
<212> DNA 

<213> Unknown (H38g895 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1045 

gctcttcttt tccattccta caaacatccc acccagagga gaatgactgt caaaagtcat 60 

tctatagtga cagagttcag tctcagggga ttaacgaagc agccagatct ccagctcttt 120 

cacttcctca ttttccttga tatccatatg gtcacaatgg tggggaactt gggcatgatc 180 

actctaattt gtcttaactc tcagcttcac acccccatgt actacttctt cagcaatctg 240 

tcactcttgg atctctgcta ttcctccatt actaacccta agatgctggt gaactttgtg 3 00 

ttaaagaaga gcattatctc ttatgcaggg tacatgtcat agttctactt tttcctggtt 3 60 

tttgtcatag ctaggtgtta catgctgatg gtgaaggcct gtgaccacta tgttgccatc 42 0 

tgctgccctt tgctttgcaa cgtcatcatg tctcatgtca cctgctccct gatggtggct 480 

gtggtctaca ccatgggact cgttgtctcc acaatagaga ctgggctcat attaaaactg 540 

ccctattgtg aactcctcac cagtcgctgc ttctgtgaca tcctccctct catgaaactc 600 

tcctgatcta gtgccttatg atgttgagat ggcagtcttc ttttttgcta gattgcaacc 660 

tgagaatcat gatcttaaca gttcttgttt tcttacacct tcattctctt cagcatcctg 720 

cacatcagca ccactgaggg caggtccaaa gtcttcagca cctgcagctt ccaccttgca 780 

gctataggga tgttccatgg atagactgca ttcaggtact taaaacccgc cataaccagt 840 

tccctggccc aagagaatgt ggcctctgtg ttctacacta cagtaatcta cgtgccgaat 900 

cccctaatgt acagcctgaa aaacaaggat gtaaaagctg ccatgcagaa aacactaagg 960 

agtaagtttt gttgcagatg taattatctt 990 



<210> 1046 
<211> 948 
<212> DNA 

<213> Unknown (H38g896 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1046 

ctcctggaag gagggaatca gactagcacc tttgagttcc tcctctgggg actctcagac 60 

cagccacagc agcaacacat cttcttcctg ctgtttctgt ggatgtacgt ggtcactgtg 120 

gctgggaacc tgctcattgt cctggccatt ggcactgaca cacacctcca cacccctatg 180 

tacttcttcc ttgccagctt gtcgtgtgca gatatctttt ccacctccac cactgtgccc 240 

aaggccctgg tgaatatcca gacccagagc aggtccattt cctacgcagg gtgtttggca 3 00 

cagctctact tcttcttgac ttttggggac atggacatct ttctcccggc tacaatggcc 3 60 

tatgaccgct atgtggccat ttgccacctg ctccactata tgatgatcat gagcctccac 420 

cgctgtgcct tcctggtgac agcctgctgg accctcacaa gtcttctcgc catgactcgc 480 

accttcctca tattccggct ttccttgtgc tcttagatcc ttcctggctt cttctgtgat 540 

ttgggaccgc tgatgaaggt gtcttgctct gacgcccagg tcaatgagct tgtgctcctc 600 

ttcctagggg gagcagtcat tttaatccct tttatgctca tcctggtctc ttatatccgc 660 
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attgtttcag ccatcctcag ggccccctct gcccagggaa ggcgcaaggc cttctctacc 720 

tgcgactctc acctcgttgt tgttgctttg ttctttggga cagtgatcag ggcttatctg 780 

tgcccctcat cctcttcctc caactcagta aaggaggata cagcggctgc tgtcatgtac 840 

acagtggtga ctcccctgct gaaccccttt atttacagca tgcggaacaa ggacatgaag 900 

gcggcggtgg ttagacttct caagggcagg gtctccttct cacagggc 948 

<210> 1047 
<211> 1007 
<212> DNA 

<213> Unknown <H38g897 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1047 
gatacagacc 
gatccagaac 
ctggggaacc 
tacttgttcc 
caagatgatt 
tcagatgtct 
tggcctatga 
cgtgtttctg 
ctcccagctg 
taatttcttc 
gaacatcagt 
tcttactgta 
ccttctccac 
gagggtacct 
tgtacatggt 
tgaaaagtgt 
gttccattcc 



cacagagtct 
tgcagcaggt 
tactcatcat 
tctccaacct 
gtggacatcc 
ctctttgcca 
ccggtttgta 
tggcttccta 
cacaacttga 
tgggaacctt 
atttccctgc 
aaattgtttc 
ctgtgggtct 
cggttcagat 
ggtcaccccc 
cctgcggcgg 
ttttgtaggg 



aacagatgtc 
cgtcgctggg 
cctggccgtc 
gtcccttgcc 
agtctcacag 
tttttggagg 
gccatctgtc 
gatttgttgt 
ttgccttaca 
ctcaactctc 
tgccatattt 
ctccattctg 
cacctgtcag 
gtgtcatctt 
atgctgaacc 
ccgcatggca 
tggtttaaaa 



tctatattcc 
ctgttcctgt 
agccctgact 
tgacatcggt 
cagagtcatc 
tatggaagag 
accctctata 
cttttttttt 
aatgacctgc 
ccatcttgca 
ggttttcttc 
agggtttcat 
ttgtttgctg 
ccccgagaaa 
ccttcatcta 
gcacagtcta 
aaggcgccaa 



tcctcctcaa 
ccatgtgcct 
cccacctcca 
ttcacctcca 
tcctatgcag 
agacatgctc 
ttgttcagcc 
ttttttctca 
ttcaaggatg 
tgttgtgaca 
ccatcttggg 
catcaggtgg 
attttatgga 
gggtgcagtg 
cagcctgaga 
atctcaacat 
ggtcaaa 



actctcagag 
ggtcacggtg 
cacccccatg 
ccacggtccc 
gctgcctgac 
ctgagtgtga 
atctttaacc 
gtctttcaga 
tggaaattcc 
ccttcaccag 
gacccttttc 
gaagtataaa 
acaggcattg 
gcctcagtga 
aacagggata 
cttcttatct 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1007 



<210> 1048 
<211> 926 
<212> DNA 

<213> Unknown <H38g898 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1048 
atgagacaga 
gtgcaaaaag 
ctgctcattg 
cttgcctgcc 
gtagacttac 
atataccact 
tatgtggcca 
cttctgttgg 
gtatacagtc 
ccattattgg 
ggtggaacaa 
aactccctta 
cacattatcg 
tcaaacatcc 
atcctttaat 
gtaaaagtta 

<210> 1049 
<211> 939 



ataataatat 
cattatttgt 
tggtgactat 
tgtcatttat 
tctgtgataa 
tgtttggtgg 
tctgtaagcc 
tggtggtcgt 
tcgctttctg 
aactggtatg 
tctgtatagt 
aaacttacag 
tctttgccct 
ttttgataaa 
atacacattg 
actgtattag 



tacagaattt 
catattttta 
tattaccagc 
agatgctgca 
aaagactatt 
ttctgaggtc 
actgcactat 
gactggaggt 
tggccccaat 
cactgacacc 
cgtcttcacc 
tcaagaaggg 
cttttttgtt 
ttcctgacag 
agaaattcag 
agtaag 



gtcctcctgg 
ctcacatact 
ccttccttgg 
tattccacta 
tctttcccag 
ttccttcttg 
ttgaccatca 
tttctgcatt 
gtcattgact 
tactttattg 
cttctactaa 
aggcataaag 
ccctgtattt 
tgttttatac 
agatgagaaa 



gcttctctca 
tggtgacagt 
gctccccaat 
caatttctcc 
cttgcatggg 
tggtgatggc 
tgaatcgaca 
ctgtgtttca 
actttgtctg 
gccttactgt 
tctcctatgg 
tcctgtttac 
tcatgtatgt 
agttatcaca 
ttctgtagaa 



ggatctggat 
ggtggggaac 
gtacttcttc 
caaattgatt 
ccagttattt 
ctgtgatcac 
ggtttgaatc 
aattgttgtt 
tgacatgtac 
ttttgtcaat 
agtcatccta 
ctgcagctcc 
tagacctgtt 
cccatgttga 
acactcttgt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
926 
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<212> DNA 

<213> Unknown (H38g899 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1049 

atggaaagaa tcaacagcac actgttgact gcgtttatcc tgacaggaat tccgtatcca 60 

ctcaggctaa ggacactctt ttttgtgttc ttttttctaa tctacatcct gactcagctg 120 

ggaaacctgc ttattttaat cactgtctgg gcagacccaa ggctccatgc ccgccccatg 180 

tacatctttc ttggtgttct ctcagtcatt gatatgagca tctcctccat cattgtccct 240 

cgcctcatga tgaacttcac tttaggtgtc aaacccatcc catttggtgg ctgtgttgct 300 

caactctatt tctatcactt cctgggcagc acccagtgct tcctctacac cctaatggcc 360 

tatgacaggt acctggcaat atgtcagccc ctgcgctacc ctgtgctcat gactgctaag 420 

ctgagcgcct tgcttgtggc tggagcctgg atggcaggat ccatccatgg ggctctccag 480 

gccatcctaa ccttccgcct gccctactgt gggcccaatc aggtggatta cttcttctgt 540 

gacatccctg cagtgttgag actggcctgt gctgacacaa cagtcaacga gctggtgacg 600 

tttgtagaca ttggggtggt ggttgccagt tgcttctccc tgatcctcct ctcctacata 660 

cagatcattc aggccatcct gagaatccac acagctgatg ggcggcgccg ggctttttca 720 

acttgtggag cccatgtaac cgtggtcacc gtgtactatg tgccctgtgc cttcatctac 7 80 

ctgaggcctg aaaccaacag ccccctggat ggggcagctg ccctagtccc cacggccatc 840 

actcctttcc tcaaccccct tatctacact ctgcggaacc aagaggtgaa gctggccctg 900 

aaaagaatgc tcagaagccc aagaactccg agtgaggtt 939 



<210> 1050 
<211> 954 
<212> DNA 

<213> Unknown (H3 8g900 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1050 

atgggaaaga ccaaaaacac atcgctggac actgtggtga gagatttcat tcttctgggt 60 

ttgtctcacc ccccgaatat aagaagcctc ctcttcctgg tcttcttcgt catttacatc 120 

ctcactcagc tggggaacct gctcattctg ctcaccgtgt gggctgaccc gaagctccgt 180 

gctcgcccca tgtacattct tctgggagtg ctctcattcc tggacatgtg gctctcctca 240 

gtcatcgttc cttgaattat tttaaacttc actcctgcca acaaggctat cccgtttggt 3 00 

ggctgtgtgg ctcaactgta tttctttcac ttcctgggca gcacccagtg cttcctctac 360 

accttgatgg cctatgacag gtacctggca atatgtcagc ccctgcgcta cccagtgctc 420 

atgaatggga ggttatgcac agtccttgtg gctggagctt gggtcgccgg ctccatgcat 480 

gggtctatcc aggccaccct gaccttccgc ctgccctact gtgggcccaa tcaggtagat 540 

tactttatct gtgacatccc cgcagtattg agactggcct gtgctgacac aactgtcaat 600 

gagcttgtga cctttgtgga catcggggta gtggccgcca gttgcttcat gttaattctg 660 

ctctcgtatg ccaacatagt aaatgccatc ctgaagatac gcaccactga tgggaggcgc 720 

cgggccttct ccacctgtgg ctcccaccta atcgtggtca cagtctacta tgtcccctgt 780 

attttcatct accttagggc tggctccaaa ggccccctgg atggggcagc ggctgtgttt 840 

tacactgttg tcactccatt actgaacccc ctcatctata cactgaggaa ccaggaagtg 900 

aagtctgccc tgaagaggat aacagcaggt caagggactg aatgaaaata agta 954 



<210> 1051 
<211> 930 
<212> DNA 

<213> Unknown (H38g901 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1051 

atgggaaaga ccaaaaacac atcgctggat gccgtggtga cagatttcat tcttctgggt 60 
ttgtctcacc ccccaaatct aagaagcctc ctcttcctgg tcttcttcat catttacatc 120 
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ctcactcagc 
gctcgcccca 
gtcaccgttc 
ggctgtgtgg 
accttgatgg 
atgaatggga 
gggtctatcc 
tactttatct 
gagcttgtga 
ctctcctatg 
cgggccttct 
attttcatct 
tacactgttg 
aagtctgccc 



tggggaacct 
tgtacattct 
ctcggcttat 
ctcaactgta 
cctatgacag 
ggttatgcac 
aggccacctt 
gtgacatccg 
cctttgtgga 
ccaacatagt 
ccacctgtgg 
accttagggc 
tcactccatt 
tgaagaggat 



gctcattctg 
tctgggagtg 
tttggatttt 
tttctttcac 
gtacctagca 
agtccttgtg 
gaccttccgc 
cgcagtattg 
cgtcagggta 
ccatgccatc 
ctcccaccta 
tggctccaaa 
actgaacccc 
aacagcaggt 



ctcaccatgt 
ctctcattcc 
actccttcca 
ttcctgggca 
atatgtcagc 
gctggagctt 
ctgccctact 
agactggcct 
gtggccgcca 
ctgaagatac 
atcgtggtca 
gaccccctgg 
ctcatctata 



gggctgaccc 
tggacatgtg 
tcaaggctat 
gcacccagtg 
ccctgcacta 
gggtcgccgg 
gtgggcccaa 
gtgctgacac 
gttgcttcat 
gcaccgctga 
cagtctacta 
atggggcagc 
cactgaggaa 



gaagctctgt 
gctctcctca 
cccgtttggt 
cttcctctac 
cccagtgctc 
ctccatgcat 
tcaggtggat 
aactgtcaat 
gttaattctg 
tgggaggcgc 
tgtcccctgt 
ggctgtgttt 
ccaggaagtg 



<210> 1052 
<211> 900 
<212> DNA 

<213> Unknown (H38g902 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1052 
atgtttatat 
ttttttgcaa 
gaggattcct 
gcttgctatt 
tccatttcat 
gaatgttttc 
ctgtattcag 
gctggcattt 
tccaatgaaa 
gacactcaca 
atcctgattg 
gctaagggaa 
tatcatggaa 
gacatcatag 
agtttgagga 



tgacaggctt 
tctatctctt 
ggctccacaa 
ctacagttgt 
ttatcggatg 
tcttggctgc 
tgagcatgtc 
tacatgctac 
ttaggcatgt 
caaaccagct 
tcctcatttc 
ggcaaaaggc 
caattctcgt 
tgtcaatatt 
acaaagaagt 



cacagatgat 
taccttgata 
ccccatgtat 
cactccaaaa 
tgcaacacag 
aatggcttat 
acccagagtc 
tatacatata 
cttttgtgat 
tctactcttc 
ctgtgatttc 
cttctctaca 
cagttatatg 
ttacacaatt 
aaaaaaggca 



tttgagctgc 
ggcaatttag 
tattttctta 
atgttggtca 
atgcttcttt 
gatcactatg 
tatgtgccac 
gtggctacat 
atgcctcctc 
tactttgtgg 
attctgttgt 
tgtggctctc 
agaccaagtt 
gtgattccca 
gtgaagaaaa 



aagtcttcct 
ggctggttgt 
gtgttttatc 
atttcctggc 
ttgttacttt 
tagccatcta 
tcatcactgc 
ttagcctgtc 
tccttgctat 
gttctattga 
ccattctgaa 
acctaactgg 
ccagctatgc 
agttgaatcc 
tgttgaaatt 



atttttacta 
gttggtcatt 
attcttggat 
aaaaaataaa 
tggaactaca 
caaccctctc 
ttcctacgtt 
cttctgtgga 
ttcttgttct 
gatagtcact 
gatgcattct 
agtgacaatt 
ttcagaccat 
catcatctat 
ggtttacaaa 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
930 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 



<210> 1053 
<211> 974 
<212> DNA 

<213> Unknown (H38g903 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 1053 
cacacagagc 
gatccagaac 
acggtgctga 
accatgtact 
gttcccaaga 
ctgacacaga 
atggcctatg 
cctcatctct 
ctgcacagtt 
gtctgtgacc 
ttcatatatt 
tactataaaa 



cacggaatct 
tgcagccagt 
ggaacttgct 
tcttcctctc 
tgattgtgga 
tgtctttctt 
actgctttgt 
gtgtcttctt 
ggattgtgtt 
cctctcaact 
ttggtagtac 
tcgtcccctc 



cacaggtgtc 
cctcgctttg 
gagcatcctg 
catcctgtgc 
catgcagtgg 
ggtccttttt 
aggcatctgt 
tgttttggtg 
acaattcacc 
tctcaaactt 
tatgtttggt 
cattctaagg 



tgagaattcc 
ctgtccctgt 
gctgtccgct 
tgggctgaca 
tatagcaaag 
gcatgtatag 
cgccctctgc 
tcctttttcc 
atcatcaaga 
gcctgttctg 
tttcttccca 
atttcatcgt 



tcctcctggg 
ccctgtccat 
ctgagtcccc 
tcggtttcac 
tcatctctca 
aaggcatgct 
actacccagt 
ttagcctgtt 
atgtggaaat 
acagcgtcat 
tttcagggat 
cagatgggaa 



actctcagag 
gtatctggtc 
gctccacaca 
ctcagccaca 
tgcgggctgc 
cctgactgtg 
catcgtgaat 
ggattcccag 
ctctaatttt 
caatagcatc 
ccttttgtct 
gtataaagcc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 



425 



BNSDOCID'. <WO 0127158A2J_> 



WO 01/27158 



PCT/US00/27582 



ttctccacct atggctctca cctagcagtt ttttgctgat ttgatggaac aggcattggc 780 

gtgtacctga cttcagctgt ggcaccaccc ctcaaggaat ggtgtggtgg tgtcagtgaa 840 

gtaagctgtg gtcacccccc atgccgaacc ttttcatcta cagcctggag aaacagggac 900 

atacaaagtg ccctgcggag gctgcccaac aaaacagtcg aatctcatga tctgttccat 960 

cctttttctg gtgt 974 



<210> 1054 
<211> 1006 
<212> DNA 

<213> Un3cnown (H38g904 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1054 

gatacagacc cacagagtat aacagatgtc tctatattcc tcctcctcga actctcagag 60 

gatccagaac tgcaaccggt cgtcgctggg ctgttcctgt ccatgtgcct cgtcatggtg 120 

ctggggaacc tgctcatcat cctggacgtc agccctgact cccacctccc cacccccatg 180 

tacttcttcc tctccaacct gtccttgcct gacatcggtt tcacctccac cacggtcccc 240 

aagatgattg tggacatcca gtctcacagc aaagtcatct atgcaggctg cctgactgtg 300 

atgtctctct ttgccatttt tggaggcatg gaaaaaagac atgctcctga gtgtgatggc 360 

ctatgaccgg tttgtaccca tctgtcaccc tctatatcgc tcagccatct tgaacccgtg 420 

tttctgtggc ttcctaaatt tgttgtcttt tttttttttc cctcagtctt ttagactccc 480 

agctgcacaa cttgattgcc ttacaaatga cctgcttcaa ggatgtggaa attcctaatt 540 

tcttctggga accttctcaa ctcccccatc ttgcatgttg tgacaccttc accaggaaca 600 

tcagcatgta tttccctgct gccgtatttg gttttctttc catctcgggg acccttttct 660 

cttactgtaa aatggtttcc tccattctga gggtttcatc atcaggtggg aagtataaac 720 

cttctccacc tgagggtccc acctgtcagt tgtttgctga ttttatggaa caggcgttgg 780 

agagtacctc ggttcagatg tgtcatcttc cccgagaaag ggtgcagtgg cctcagtgat 840 

gtacacggtg gtcaccccca tgctgaaccc cttcatctac agcctgagaa acggggatat 900 

taaaagtgtc ctgcggcggc cgcaaggcag cacagtctca tctcaatacc ttcttatctg 960 

ttccattcct tttgtagggt gggttaacaa agacagcaag gtcaaa 1006 



<210> 1055 
<211> 929 
<212> DNA 

<213> Unknown (H38g905 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1055 

atggaaaata ggaaaaattg acttaattca tcctcttggg gctcacacag aaccctgagg 60 

gccaaaaagt tttatttgtc acattcttac tcatctacat tgtgacgata atgggcaacc 120 

tccttatcat ggtgaccatc atggccagcc agtccctggg ttcccccatg tacttttttc 180 

tggcttcttt atcatttata cataccgtct attatactgc cattgctccc aaaatgattg 240 

ttgacctgct ctctgagaaa aagaccattt cttttcaggg ttgtatggct caacttttta 300 

tggatcattt atttgctggt gctgaagtca ttcttctggt ggtaatggcc tatgatcaat 3 60 

atgtggccat ctgtaagcct cttcattatt tgatcatcat gaatcgtcga gtctgtgttc 420 

tcatgctgtt ggtggcctgg attggaggct ttcttcactc attggttcaa tttctcttta 480 

tttatcagct ccctttctgt ggacccaatg tcattgacaa cttcctgtgt gatttgtatc 540 

ccttattgaa acttgcttgc accaatacct atgtcactgg gctttctatg atagctaatg 600 

gtggagcgat ttgtactgtc accttcttcc ctctcctgct ttcctatggg gtcatattac 660 

cctctcttaa gactcagagt ttggaaggga aatgcaaagc tttctacacc tgtgcatccc 720 

acatcactgt gatcacttta ttctttgtcc cctgcatctt cctgttagca aggcccaact 780 

ccacctttcc cattgataaa tccatgactg tggttttaac ttgtataact cccatgctga 840 

aaccactaat ctatgccctg aggaatgcag aaatgaaaag tgccatgagg aaactttgga 900 

gtgaaaaagt aagcttagct ggaaaaggg 929 



<210> 1056 
<211> 925 
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<212> DNA 

<213> Unknown (H38g906 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1056 

cacatgcctc ccaacaatgt gactgaattc attctcttgg ggctcacaca gaatccacac 60 

ttgcagaaaa tactctttat tgtattttta tttatttttc tatttaccat gctggccaat 120 

ctgttcattg tcatcaccat ctcctgtagc cccacacttt catcacccat gtacttcttt 180 

ctcacttact tatcctttat agatgcctcc tacacctctg tcacaacccc caaaatgatc 240 

accgacctgc tctaccagag gagaactatt tccttggctg gctgcctgac tcagctcttt 300 

gtggagcact tgctgggagg ctcagagatc atcctcctta ttgtcatggc ctatgaccgc 360 

tacgtggcca tctgcaagcc cctgcactac acaaccatta tgcaacaagg gatctgccac 420 

cttctggtgg tgatagcctg gattggaggc atcctgcatg ccactgtgca gattcttttc 480 

atgaccgact tgcccttctg tggtccccaa tgtcattgac cactttatgt gtgatctctt 540 

cccattgttg aaacttgcct gcagagacac ctacagactt gggatgctgg tggcagccaa 600 

cagtggagcc atgtgcttgc tcatcttttc cctgctcgtc atctcctaca tagtcatcct 660 

gagctccctg aaatcctata gctctgaagg acagcacaaa gccctctcca cctgtggctc 720 

ccactttact gtcgttgtac tcttttttgt gccttgcata ttcacctaca tgcatcctgt 780 

ggtcacctac tctgtggaca agttggtgac tgtgttcttt gcaatcctca ctcccatgtt 840 

aaatcctata atttacactg tgagaaacac agaggtaaaa aatgccgtga ggagtttgtt 900 

gaggaaaaga gtaacagttt atgca 925 

<210> 1057 
<211> 499 
<212> DNA 

<213> Unknown (H38g907 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1057 

atgtacacga ctttactcat ggcccaggtt gtgtctctgt gcagacaatg gatcccacac 60 
tctttctgtg atatgtctgc tctgctgaag ctggccctct ctgacactcg agttaatgaa 120 
tgagtgatat ttatcatggg agggctcatt cttgtcatcc catccatact catccttggg 180 
tcctatgcaa gaattgtctc ctccatcctc aaggtccctt cttctaagtg tatctgcaag 240 
gccttctcta cttgtggctc ccaccctgtc tgtggtgtca ctgttctatg gaaccgttat 300 
tggtctctac ttatgctcat cagctaatag ttctactcta aaggacactg tcatggctat 360 
gatgtacact gtggtgaccc ccatgctgaa ccccttcatc tacagcctga ggaacagaga 420 
catgaaggga gccctgagca gagtcattca tcagaagaaa actttcttct ctctctgatg 480 
ataacacttg gagctatta ~ 499 

<210> 1058 
<211> 996 
<212> DNA 

<213> Unknown (H38g908 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1058 

atgggaccaa agaatctaac tcgtgttttg gaattcttcc tcctccactt cttagatgac 60 
ttggaactgc agcctttcct cttcaggctg tccctgaacc atgcacctag tcacagtgct 120 
tgcgaacttg ctcacatcct tctgactgtc agctttgccc tcacctccac aaccccatga 180 
acttcaacct gtccttagct gacattggtt tcacccctgc cacaatttca aagataactg 240 
tagacctcca aactcacagc agaatcattt tatacatgag ctgcctgaaa tagatgtctt 300 
ttaaaattat ttttggatgt ttgcacaatc tactcatgac tgtgatggcc tatgacccat 3 60 

ttgtggcgac ctgtcatctc ttgtactaca cagtgatcag gaatccccac ctctgtggcc 420 
tcctgcttct ggtctctctc tctctctctc tttttttttt ttgatcagtc ttttggaaac 480 
ccagctgtac agtttgatgg tgtcacaagt tctctcatgc aaatgtagac attcctcatt 540 
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tcttctgtga cccttctcag tttctccacc tttcctgttc tgacactgcc accaataaca 600 

cattaatgca ttttattggt gccatctctg tggtccattc tcagggatcc tttactgtta 660 

tactcaaatt atgttctcca tactcataac cctataaaat gtgggaagta taaagcaaac 720 

cttctccacc catcgctctc acctgtcagt tgtttgctta ttttatggaa caggccttgg 780 

agtatacctt agtttggctg gctcaccttc cccaagaaca ggtgtggtgg cctcaatggt 840 

atataccaca gtcaccctca tgttgaaccc tgcattcaca gcctgaggaa cagagacatc 900 

aagaatacct ggtggtggct cctcagcata actgcctggt atcaatacct gtgctatcct 960 

ttatggagtg tggttagaaa aaacagcaaa ctcaaa 996 



<210> 1059 
<211> 923 
<212> DNA 

<213> Unknown (H38g909 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1059 

atggggactt caaataatga gactgaattc attcttttgg gcattacaaa aaatccagaa 60 

ctaaggaaaa tattctctgc tttgtttcta gccatgtatg tgaccacagt gttgggaaat 120 

ctattcattg tggtgactct ggctgcaagt tggagtctga gatcacctat gtacttttcc 180 

cttacttcct tgtctctcat gggtgccacc tactcttcca tcactgcccc taagatgact 240 

gtggactctt tgagaacact accatttccc ttgaaggctg catgacccag ctctttgcag 300 

agcatttctc tgatggtgta gcgatcatcc ttctcactgt gatggtctgt gactgctatg 360 

aggccatcag taagcccctg catgacacaa ccatcatgag tccacgggtg tgctgctgtt 420 

ggtggtagaa gcttgggtgg ggggattaac acatgccaca atacagcttt ttttttttca 480 

tatatcaaat acccttctgt ggtcccaata ttattgacca ttttatatgt gatttgtttc 540 

cattgttaaa acttgcttac atggacaccc acatgctggg tctcttagtc atcctcaaca 600 

gtggggtgat gtgtatggcc atcttcctta tcctaattgc atcctacatt gtcaccctgt 660 

actctctgaa gtcttgcagc tcggtaggtc gacgcaacac actttccacc tgtggctccc 720 

accacacagt ggtcatcttg ttcttcgtgg agtgtatttt cttgtacata agacctgtgg 780 

tcacttaccc catagacaag gatatggcta tttcctttac tattgttgca cccatgttaa 840 

atcctctgat ctataccctg aggggcatca aggtaaaaaa tgccataaga aaaatgtgga 900 

tgaaacaggg gaccctaggt ggt 923 



<210> 1060 
<211> 950 
<212> DNA 

<213> Unknown (H38g910 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1060 

atggctccga ccaacctcac atctgccccc gctgttcctc ctcctcggcc tggtggacgg 60 

aacagacgcc cacccgctgc tgttcctgct ctgccttgga tctatctgct caacgccctg 120 

agcaacctga gcatggtggc gctggtgaga tccgacgggg ccctccgctc ccccatgtat 180 

tacttcttgg gtcactgagc ctcgtggacg tctgctttac caccgtcacg gtccccaggc 240 

tgctggccgg cctgctccac ccgggccagg ccatatcctt ccaggcgtgt ctgccgagat 300 

gtacttcttc gtgactctgg catcaccgag agctacctca tggcggccat gtcctagcga 360 

gcccgacggc gcgtgccggc acctctgtac ggcgcgctgg tgacgccatc ggcgtgcgcc 420 

tgctggtgcg tgcgtcgtgg gccgtgacgc acctgcactc gctgctgcac acgctgctcc 480 

tctccgcgct ctcctacccc taccccaccc ccgtgcgccc cttcttttgc gacatgacgg 540 

tgatgctgag cttggcgacc tcggacacgt ccgccgcgga gacggccatc ttctccgagg 600 

gcctggccgt ggtgttggcc ccgctgctcc tcgtgttcct tttcctacgc gcgcatcctg 660 

gtcgcggtgc tcggcttgcg cggccgcgcc gcgccttctc cacctgcggg gcccacctag 720 

tggcggtggc ggtggcgctt ttctttggct ctgtcctctc cgtgtatttc ccgccgtcgt 780 

ctgcctactc agcccgctac gaccgcctgg ccagcgtggt ctacgctgtc atcacgccga 840 

ccttgaaccc tttcatcaac agccttcgca acaaagaggt caagggcgcc ctgaaaaggg 900 

ggctcagcat ggagggctgc accccaagag gcgtgagggc aaatctggct 950 
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<210> 1061 
<211> 933 
<212> DNA 

<213> Unknown (H38g911 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1061 

atgaaagggg caaacctgag ccaagggatg gagtttgagc tcttgggcct caccactgac 60 

ccccagctcc agaggctgct cttcgtggtg ttcctgggca tgtacacagc cactctgctg 120 

gggaacctgg tcatgttcct cctgatccat gtgagtgcca ccctgcacac acccatgtac 180 

tccctcctga agagcctctc cttcttggat ttctgctact cctccacggt tgtgccccag 240 

accctggtga acttcttggc caagaggaaa gtgatctctt attttggctg catgactcag 300 

atgttcttct atgcgggttt tgccaccagt gagtgctatc tcatcgctgc catggcctat 360 

gaccgctatg ccgctatttg taaccccctg ctctactcaa ccatcatgtc tcctgaggtc 42 0 

tgtgcctcgc tgattgtggg ctcctacagt gcaggattcc tcaattctct tatccacact 480 

ggctgtatct ttagtctgaa attctgcggt gctcatgtcg tcactcactt cttctgtgat 540 

gggccaccca tcctgtcctt gtcttgtgta gacacctcac tgtgtgagat cctgctcttc 600 

atttttgctg gtttcaacct tttgagctgc accctcacca tcttgatctc ctacttctta 660 

attctcaaca ccatcctgaa aatgagctcg gcccagggca ggtttaaggc attttccacc 720 

tgtgcatccc acctcactgc catctgcctc ttctttggca caacactttt tatgtacctg 780 

cgccccaggt ccagctactc cttgacccag gaccgcacag ttgctgtcat ctacacagtg 840 

gtgatcccag tgctgaaccc cctcatgtac tctttgagaa acaaggatgt gaagaaagct 900 

ttaataaagg tttggggtag gaaaacaatg gaa 933 



<210> 1062 
<211> 948 
<212> DNA 

<213> Unknown (H3 8g912 nucleotide) 
<220> 

<223> Synthetic construct 



<400> 1062 

atgcaaaacc aaagctttgt aactgagttt gtcctcctgg gactttcaca gaatccaaat 60 

gttcaggaaa tagtatttgt tgtatttttg tttgtctaca ttgcaactgt tgggggcaac 120 

atgctaattg tagtaaccat tctcagcagc cctgctcttc tggtgtctcc tatgtacttc 180 

ttcttgggct tcctgtcctt cctggatgcg tgcttctcat ctgtcatcac cccaaagatg 240 

attgtagact ccctctatgt gacaaaaacc atctcttttg aaggctgcat gatgcagctc 3 00 

tttgctgaac acttctttgc tggggtggag gtgattgtcc tcacagccat ggcctatgat 3 60 

cgttatgtgg ccatttgcaa gcccttgcat tactcttcta tcatgaacag gaggctctgt 420 

ggcattctga tgggggtagc ctggacaggg ggcctcttgc attccatgat acaaattctt 480 

tttactttcc agcttccctt ttgtggcccc aatgtcatca atcactttat gtgtgacttg 540 

tacccgttac tggagcttgc ctgcactgat actcacatct ttggcctcat ggtggtcatc 600 

aacagtgggt ttatctgcat cataaacttc tccttgttgc ttgtctccta tgctgtcatc 660 

ttgctctctc tgagaacaca cagttctgaa gggcgctgga aagctctctc cacctgtgga 720 

tctcacattg ctgttgtgat tttgttcttt gtcccatgca tatttgtata tacacgacct 7 80 

ccatctgctt tttcccttga caaaatggcg gcaatatttt atatcatctt aaatcccttg 840 

ctcaatcctt tgatttacac tttcaggaat aaggaagtaa aacaggccat gaggagaata 900 

tggaacagac tgatggtggt ttctgatgag aaagaaaata ttaaactt 948 



<210> 1063 
<211> 930 
<212> DNA 

<213> Unknown (H38g913 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1063 
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atgcaactga 
tggaagaaaa 
ttgctaatca 
cttttctact 
gtggatgccc 
tcatcccatg 
tatgtggaca 
gttttgatgg 
gccctgagtt 
cccttgttga 
agtggggcca 
cattctctga 
cacatcattg 
accgtattcc 
aaccctgtga 
agcaagaaat 



ataataatgt gactgagttc 
tagtgtttgt tatttttttg 
ttattagtgt caaggccagc 
tatccttatc tgatacttgc 
ttttgaagaa gacaactatc 
tctttggctg cctggagatc 
tctgtaagcc cctgcactac 
ctgtggcctg ggtgggatcc 
tgccattctg tggccccaat 
aacaagcctg ttcagaaacc 
tttgtgcagt gagttatgtc 
gaaaccacag tgctgaagtg 
tggtcatctt gttctttgga 
ccatggataa gatgatagct 
tttacacgct gaagaataca 
tgatcacaga tgacaaaaga 



attctgcttg gattgacaca ggatcctttt 
cgtctctact tgggaacact gttgggtaat 
caggcactta agaacccaat gttcttcttc 
ctctctactt ccatagcccc tagaatgatt 
tccttcagcg agtgcatgat ccaagtcttt 
ttcatcctca tcctcacggc tgttgaccgc 
atgaccatca taagccagtg ggtctgtggt 
tgtgtgcatt ctttagttca gatttttctt 
gtgatcaatc actgtttctg tgacttgcag 
tatgtggtta acctactcct ggtttccaat 
atgctaatat tctcctatgt catcttcttg 
ataaagaaag cactttccac atgtgtctcc 
ccttgcatat ttatgtacac atgccctgca 
gtattttata cagttggaac atcttttctc 
gaagtgaaaa gtgccatgag gaagctttgg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
930 



<210> 1064 
<211> 964 
<212> DNA 

<213> Unknown (H38g914 nucleotide) 
<220> 

<223> Synthetic construct 
<400> 1064 

atggagacaa caaatcactc tgccgtgact gaattctttc tggtggggct ttcccaatat 60 

ccagagctcc agctttttct gttcctgctc tgcctcatca tgtacatgat aatcctcctg 120 

ggaaatagct tcctcattat catcaccatc ttggattctc gcctccatac ccccatgtat 180 

ttctttcttg gaaacctctc attcttgggc atctgttaca catcatcatc cattcctcca 240 

atgcttatta tatttgtatc tgagagaaaa tccatctcct tcattggctg tgctctgcag 300 

atggttgtgt cccttggctt gggctccatt gagtgtatcc tcctggctgt gatggcctat 360 

gaccgctatg tggccatctg caacccactg aggtactcca tcatcatgaa cagagtgctg 420 

tatgtgcaaa tggctgcatg gtcctggatc ataggctgtc tgacctccct attgcgaaca 480 

gttctgacaa tgatgttgcc tttctgtggg aataatatca ttgatcatct tacctgtgag 540 

atcctggctc ttcttaaagt catatgctca gatatctcca taaatgtgtt tataatgaca 600 

gtgtcaagta ttgttttatt ggtgattcct cttaattttt atctcctatg tgtttattct 660 

ctcttccatc ttgagaatta attctgctga gggaagaaag aaagcctttt ttacctgttc 720 

agcgcacttg actgtggtca tcttattcta tggttcagtt cttttcatgc acatgaagcc 780 

caaatcaaag ttcacaacag catctgatga aatcattgga ttgtcttatg aagtgatcac 840 

cccaatgaac cccatcatct acagcctgag gaataaggag ataaaagaag ctgtgaagaa 900 

aatcctcagc agacacgtgc atctatggaa aatatgaaag gccttgaggc atgtgacgtt 960 

ctca 964 

<210> 1065 

<211> 620 

<212> DNA 

<213> Unknown (H3 8g915 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> (1) . . . (620) 
<223> n = A,T,C or G 

<400> 1065 

gatgcatgct cgagcgcccg cagtgtgatg gatatctgca gaattcgccc ttccaatgta 60 

ctttttcctg aagaacctct ctgttttgga tctgtgctac atctcagtca ctgtgcctaa 120 

atccatccgt aactccctga ctcgcagaag ctccatctct tatcttggct gtgtggctca 180 

agcctatttt ttctctgcct ttgcatctgc tgagctggcc ttccttactg tcatgtctta 240 
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tgaccgctat gttgccattt gccaccccct ccaatacaga gccgtgatga catcaggagg 

gtgctatcag atggcagtca ccacctggct aagctgcttt tcctacgcag ccgtccacac 

tggcaacatg tttcgggagc acgtttgcag atccaatgtg atccaccagt tcttccgtga 

catccctcag gtgttggccc tggtttcctg ngaggttttc tttgtagagc tttgacccng 

ccctgagcct caatgcttgg ntctgggatg ctttattccc atgatgatct ccnattttcc 

anatcttctn aanggggctc nagaatccct tnaggaccag antcnagcta aaagcctttn 

cccnnctgct tccccccacg 

<210> 1066 
<211> 611 
<212> DNA 

<213> Unknown (H38g916 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (611) 
<223> n = A,T,C or G 

<400> 1066 

gatgcatgct cgagcggccg ccagtgtgat ggatatctgc agaattcgcc cttccaatgt 60 

atttatttct ctctgacctc tccttcttgg acctctgctt taccacaagt tgtgtccccc 120 

agatgctggt caacctctgg ggcccaaaga agaccatcag cttcctggga tgctctgtcc 180 

agctcttcat cttcctgtcc ctggggacca ctgagtgcat cctcctgaca gtgatggcct 240 

ttgaccgata cgtggctgtc tgccagcccc tccactatgc caccatcatc cacccccgcc 300 

tgtgctggca gctggcatct gtggcctggg ttatgagtct ggttcaatcg atagtccaga 360 

catcatccac cctccacttg cccttctgtc cccaccagca gatagatgac tttttatgtg 420 

aggtcccatc tctgattcga ctctcctgng gagatacctc ctacaatgaa atccagttgn 480 

ctgtgtccag tgtcatcttt ggtggntgtg cctctcagcc tcatccttgc ctcttatgga 540 

gccactgccc aggcnggggc tgaggattaa ctttgccnna gccatggaag aaaggtcttt 600 

nggacctngn n 611 

<210> 1067 
<211> 619 
<212> DNA 

<213> Unknown (H3 8g917 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (619) 
<223> n = A,T,C or G 

<400> 1067 

gatgcatgct cgagcggccg ccagtgtgat 
ttcgaagagt atacactagt ggattgaaga 
gcacactggc ggccgttact agtggatccg 
agtattctaa cgcgtcacct aaatagcttg 
tgaaattgtt atccgctcac aattccacac 
gcctggggtg cctaatgagt gagctaactc 
ttccagtcgg gaaacctgtc gtgccagctg 
ggccggnttg cgtattgggc gctcttccgc 
cgtccggctg cggcgagcgg tatcagctta 
aatnnggggt taacgccngg naaagaacat 
gaaccgntan aacgntccc 

<210> 1068 
<211> 621 
<212> DNA 



300 
360 
420 
480 
540 
600 
620 



ggatatctgc agaattcgcc 
gaaacaaata cataggaagg 
agctcggtac caagcttgat 
gcgtaatcat ggtcatagct 
aacatacgag ccggaagcat 
acattaattg cgttgcgctc 
cattaatgaa tcggccaacg 
ttctcgctca ctgactcgct 
ctcaanggcc gtantacggt 
tgtgngccan angncaagcn 



ctttctttat 60 

gcgaattcca 120 

gcatagcttg 180 

gtttcctgtg 240 

aaagtgtaaa 300 

actgtccgct 360 

cgcgngnaga 420 

gcgctcggga 480 

tattcncagg 540 

taatgcccag 600 
619 
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<213> Unknown (H38g918 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (621) 
<223> n = A,T,C or G 

<400> 1068 

gnnnnttntt cantccattg ggccctctag atgcatgctc gagcggccgc cagtgtgatg 60 

gatatctgca gaattcgccc ttattccgga gggtatacat gaagggattg gtaactagac 120 

gtaaactcga agccaagaac agaatttctc ttagaaaaga gaattgaaac taaagagaaa 180 

gaactagcaa agaaggaaat attgaatata caagagagag gagacagatg atggaacaag 240 

actctgaaag aggtggaagg gattgaatac aatcaaaagt atggtgactg ctagttccaa 300 

gatggtggcg taggggcaag ctggctttgc ttacccccct ggcagaaaac caaaaacaaa 360 

tagcaccaag attatcacta gcaatatccc agaactcaca tataaggatg agacagttcc 420 

cagggcccag agaagatcag aagcacaagt gggagaagtc agctttggat gctactttgt 480 

tctaagggag acaagttggg aggatgattg cagatgtata ttcaatgtta taaaacagcc 540 

cataaaacaa agattggaaa atgttgaatt ttgcaaccag gagcaaatac tgggaaaggc 600 

gaattccagc cacttgcngc c 621 

<210> 1069 

<211> 615 

<212> DNA 

<213> Unknown (H38g919 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (615) 
<223> n = A,T,C or G 

<400> 1069 

gnnnnttnan tcantgccct ngggccctct agatgcatgc tcgagcggcc gccagtgtga 60 

tggatatctg cagaattcgc ccttgttgcg caaggtgtaa atgaaagggt ttgcgcagga 120 

gtaaatgaag ggattacgca ggagtaaatg aagggattac gcaggagtaa atgaagggat 180 

tacgcaggag taaatgaagg gattacgcag gagtaaatga agggattacg caggagtaaa 240 

tgaagggatt acgcaggagt aaatgaaggg attacgcagg agtaaatgaa gggattacgc 300 

aggagtaaat gaagggatta cgcaggagta aatgaaggga ttacgcagga gtaaatgaag 360 

ggattacgca ggagcaaata cataggaagg gcgaattcca gcacactggc ggccgttact 420 

agtggatccg agctcggtac caagcttgat gcatagcttg agtattctaa cgcgtcacct 480 

aaatagcttg gcgtaatcat ggtcatagct gtttcctgtg tgaaattgtt atccgctcac 540 

aattccacac aacatacgag cccggaagca taaagtgtaa agnctggggt gcctaatgag 600 

tgacttactc catta 615 

<210> 1070 
<211> 614 
<212> DNA 

<213> Unknown (H38g920 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc__f eature 
<222> (1) . . . (614) 
<223> n = A,T,C or G 

<400> 1070 

ggnnttnant cattgccccg ctngatgcat gctcgagcgg ccgccagtgt gatggatatc 60 
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tgcagaattc 
atgcataagg 
gatgctgtta 
actatacata 
agtgtctcag 
ttatatgtat 
cagcactttg 
caaggtgaaa 
cctgtaatcc 
aggttgcagg 



gcccttccga tgtattttct tctacgttaa ggtattttaa attgttacta 
gcaacacatt ctgtaatgct gacaagatga aagagccaaa agtaattaat 
cctcacaaat atgtatgtgt ggatgtatat atatctattc aatatatgta 
tgtctgtttc taattgaaaa caccaggtaa ttatcatctg tagaaaccct 
ataagttggc tagttttttg tttcacataa aggaacaaac atttatagat 
attaaaaatg gtaaaaattg gctgggtgca gtggttcatg cctataatac 
ggaagccgag gtgggcggat tacttgaggt aaggagccca gcctgaccaa 
ccccatccct actaaaaata caagaattag cccggggatg gtggtggcca 
cage tact tg ggagactgaa gecaggaaaa tcacttgacc caggaageng 
ngag 



120 
180 
240 
300 
360 
420 
480 
540 
600 
614 



<210> 1071 
<211> 857 
<212> DNA 

<213> Unknown (H38g921 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (857) 
<223> n = A,T,C or G 

<400> 1071 

atggnnnnnn nntttnnnaa anttttnece antttgggee gnccccccct tctttaaggn 60 

aatgggccca ttgggccctt cccggaaggc ccgggggcnc ccggccccaa aggtttgggt 120 

tgggaaatgg ggggaattta aattcctttg ggecaaggna aaaattttcc ngcccccctt 180 

tttttcccct tttggttttt anceggggga angggggggt tgattaatta ategggaagn 240 

tnggggggaa nttttttaaa aaaaaccttg ggggaaggtt ccaacccaac aaggttggtt 300 

ttccanggga ccgttgggac caggcttttn gaatcaagaa tcccaaaggg cattcttttg 360 

gattaaggaa nggtgccggg accggtgaaa gggaaaaaac tggtggaccc cataccaaaa 420 

tgagaaccac ggtgagatgc cgaggagcac gtggagaaag getttgette cggccactgg 480 

cagaggggat cctgaggatg gtgcttgatg atgtacacat agggagacaa gggtgatgag 540 

gcatgaactc aggataacca caacagenat cacaaaggcc acaaagctct actgcctgtg 600 

tgttgggtgc aggecaggge aatccagggg tgcaatgtca caagaaagaa agtggttgat 660 

ggcacgggng ggccacagaa ggacaggeca cttgatgaag ggcttgtggg cactgeaatg 720 

gccacgaaac caccagaccc aggaacccan ggecaagett gcgcctgaag agcaaggcta 780 

ctcatgaatg gettcegtag tngtaaagga tagcaagatg gcaaaggcaa geeggtcatn 840 

aagccatggc ttgeeng 857 

<210> 1072 

<211> 593 

<212> DNA 

<213> Unknown (H38g922 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> (1)...(593) 
<223> n = A,T,C or G 

<400> 1072 

aacgeagagt accgcccact aegtaatctg tacatgaaag ggtttaaaag agactgggaa 60 

gagaggaatt ggcaagatca agcagaggca actccttcta gtccttctag tacegcaagg 120 

ggcagataaa tggaatgggt aacacctaga ggaaagtata ettgecaaaa geaaatneat 180 

aggggggagt acattategg gttgaaaaaa gtattccatg cagataaaaa ccaaaagcaa 240 

atacateggg ggegtactte tgtcgtcttt gagegtactg atggtaccca gcttttgntc 300 

ctttagtgag ggttaattgc gcgcttggcg taatcatggt catagctggt ttctgtgtga 360 

aattgttatc ccgctcacaa ttcacacaac atacgagccc gggagcataa agtgtaaagc 420 

ctggggtgcc taatgagtgg agcttactta cattaaattg cgttgcgctc actggccgct 480 
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tttccaagtc gggaaacctg tcgtgncagc ttcantaatg aatcggccaa cgccgcgggg 
agaggcgggt tgcgtattgg gcgctcttcc gcttcttngt tnactgactt egg 

<210> 1073 
<211> 624 
<212> DNA 

<213> Unknown (H38g923 nucleotide) 



540 
593 



<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (624) 
<223> n = A,T,C or G 



<400> 1073 
gnnntttaac 
tctttttcag 
taccaaatcc 
cgtgtcatct 
ccaagaattc 
ctcaattccc 
ataattatgt 
tcatactttt 
tgetcagtea 
tttatagtca 
tetgegcttg 



neeggngctn 
tctcaagtct 
cttgtcatca 
cagaacaagc 
cagtcccatc 
ttgtatcatc 
ttttttttgc 
ctggaaacac 
gctgaagatg 
tgaccaccga 
agegtceggt 



cnagcagtgg 
tcctcttctc 
atttcaataa 
ttcatgttac 
taggcccgca 
actttccttt 
atgtgctctt 
taattctggt 
atggctagac 
ttacaaaccc 

gggg 



aacaaegcag 
caaagatttt 
ctgtattctc 
ttccaatttt 
atgcattgtt 
tatatagcac 
aatttccttt 
gaaatatact 
aaatactcac 
cttcatttat 



agtacgcccc 
gtcttttcta 
ttcatcattt 
atccttcttg 
cctgccaccc 
agattccatg 
cttgctccta 
ctttgtggac 
aatcatgctg 
tctccgcaac 



cgatgtactt 
ctacctgagc 
caacttcaaa 
tttgetgatt 
ttttcatatc 
attcataaca 
ttatcttcta 
tttgeactta 
actggcccaa 
aggggegtet 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
624 



<210> 1074 
<211> 637 
<212> DNA 

<213> Unknown (H38g924 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> (1)...(637) 
<223> n = A,T,C or G 



<400> 1074 
ttatnnccat 
ttctttttct 
gnggncatct 
tggctggtgn 
cttnagnttt 
tgtgctgaaa 
aaccattctg 
gtgetgetat 
cgtgctcctt 
acctacttct 
atttatneta 



tggagctcca 
tggggnagct 
gcagtccctt 
ttcctgggtc 
ccattctgng 
gctggtctgn 
gtggtcaatg 
ccctcaagaa 
aacacctccc 
tgggectnaa 
cactggtngn 



aagcagtggt 
gnatgettec 
gnnctcccag 
ccaagctttc 
gcaccaacaa 
tgcaagacac 
aacccctgct 
cccatcaagc 
ttggtggcct 
ntcaaataaa 
gactccatgn 



aacaaccgca 
tnctggctac 
tcattatgaa 
ctgnagctac 
ggtgaaccac 
agcactgttt 
tgetgatett 
taaangggaa 
ctcttttcta 
ttcttctgga 
tggaact 



gagtacgccc 
catggnatat 
ccaaaggaca 
tgngcaagac 
ttntttctgn 
gagatctacg 
gngttcctat 
gcaataaagn 
atataatcnt 
gaggcaagaa 



cccatgtatt 
gaeeggctat 
cgggccaaac 
cacaatggct 
gacagccggc 
ccatcgtcgg 
actcgnattg 
cctttctcta 
ctaagcctca 
ggtggtattc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
637 



<210> 1075 
<211> 621 
<212> DNA 

<213> Unknown (H38g925 nucleotide) 



<220> 

<223> Synthetic construct 
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<221> misc_feature 
<222> (1)...(621) 
<223> n = A,T,C or G 



<400> 1075 
gtnatnccnt 
tcctcagaca 
aggaggctac 
aggtagatag 
tagggagaaa 
tttactgata 
acctgtggga 
ccatgggcta 
tgtatgagac 
gctggccaga 
aagggagaaa 



ttaatnccnt 
gtatatgaat 
tgcagtagag 
agaaagtctt 
aaaaatgatt 
tggaaaactg 
aatataatca 
ggaacataca 
agcctaagga 
ggatgagaaa 
nggttgaaat 



tggagctcca agcagtggta acaacgcaga gtacgcccgt 
gggttaaaaa tgggccagag cagatgcagg aagatcaaat 
tcaaatctag ggctgatggt ttcttgggat gcatagtaat 
taggaggtag aatggacagg acttcacaat gcattaaatg 
cctgggtttc tagcttgagc tagtagggat agtggtagaa 
gaggaaaaag agtttggaag agaaagatgg caagttaaat 
cagacactaa ataggcagct gtgtgggtgg caaaggagag 
gtgggattcc ctggcatgtc attggttact gaagtcagag 
gagaatncac acaggagaag aaagaactaa acattcagtg 
cccaagagat tggactgttt aggagcaaca gtgttgngaa 
t 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
621 



<210> 1076 
<211> 631 
<212> DNA 

<213> Unknown (H38g926 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> (1)...(631) 
<223> n = A,T,C or G 

<400> 1076 

ggntttannc nctggagctc caaagcagng gtaacaacgc agagtacgcc cattgcgtag 60 

cgtgtacata aaggggttgg agctgaagga ggagataaag aagaagacag ccagaacctt 120 

gtcctctgtc ggagatcgca gggatcttgg gccgtagata ggtataagca aagggtgcat 180 

agtagaaagt cactacagtg aggtgggtgc tgcaggtcga ataggccttc ttcctccctt 240 

ctgcagagtg catgtggtag acagcaagga gaatccggcc ataggaacat gcaatacaaa 300 

tgaagggaaa cacaagaaaa atggtggtgc tcaaaaacac cgtgcactca tagacccagg 360 

tatccgtgca ggctagggtc aacatagctg gaacatcaca gaaaaaatga ttgatggctc 420 

tggacttgca atatgggata cggagtgcat ataccgtgtg agcacaagag ttgatggagc 480 

ctatcatcca agatcctgtt atcatcagtg cacacactct ttttctcata cggatgagat 540 

agtggagagg aaagcaaata gccacataac gatcataggc cattgatgtc aggagcagcg 600 

cttctgcacc tgctaaagtc aggaagaaga t 631 

<210> 1077 

<211> 620 

<212> DNA 

<213> Unknown (H38g927 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1)...(620) 
<223> n = A,T,C or G 

<400> 1077 

tgttantccn ntttnctncc attggagctc ccaagcagtg gtaacaacgc agagtacgcc 60 

ctccttgttt ctgagagtgt agatgaaggg gttataggag ataaagatca gggcaatatg 120 

taggacaagg acacagacac tgacaacaaa gttgattatc tcattgacag tggtgtctgt 180 

gcaggccagc ttcagcaggg gtctcacatc acagaagaag tgggagatga caaagtcatc 240 

acaaaagggc aggccaaaca tagatgttac ttggacaata gccatgccca ggccaatcct 300 

cagtgaccca gatcccagtc agacacaagc cctcttacct atgaataccg taaggggttg 360 
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cagaagacca catagcaatc atatcccatg gctatgagaa gaaagcagtt gttgatgcca 420 

aaagtcacat agaagagctg agtgacacag ccttgcatga caataagcta gtgaggattc 480 

aagaggcgag aaagcatatg gggagtaatg gccaccatgt agcaggtctc agagatagac 540 

agcaatgctt aggaaaaagt acatgggccg tacttctgtc gtcttgagcg tactgatggt 600 

acccagcttt tgttcccttt 620 



<210> 1078 
<211> 627 
<212> DNA 

<213> Unknown (H38g928 nucleotide) 



<220> 

<223> Synthetic construct 

<221> misc.feature 
<222> (1)...(627) 
<223> n = A,T,C or G 



<400> 1078 

tgtagctcca aagcagtggt aacaacgcag agtacgccct cttggttacg taagggaata 60 

gatgatgggg ttcagcatgg gggtgactac agtgtacatg acagtggcca cacggtccca 120 

ctctgctcgc gtcgggacgt ggcctggaag tagactgcaa tgactgtcct atagaaagag 180 

gctcaccaca nccaggtggg agccacaggt gggncacaag tcccggagcc tcccagaggc 240 

ttgagggcag ctggagcacg ggnaagcttg ntatggnccc acaaggaggc gaggatgagc 300 

agnaagggag tgaccaccac ttgcngcgcc ctnggtgaag atgagcagct tggatgtggt 360 

ggntgtcaga gcacgagagc ctttaagaga ggcttggtgg gtcacagaag aagtgggngc 420 

actttgtggg aaagcacaga aaggacaagc gagccatgag caggatatac aggagggagt 480 

tgtccgtggg acaccagcca tgccattcca accagggctg cgcacatngc cggggacatt 540 

ctcgtgggat aagggaaggg gtgccggatn ggcacgtatc agtcataggc cttggncgcc 600 

agaagacagc tttnaattta ccccagg 627 



<210> 1079 
<211> 549 
<212> DNA 

*213> Unknown (H38g929 nucleotide) 



<220> 

<223> Synthetic construct 



<400> 1079 

gcagtggtaa caacgcagag taccgccccc tatgtacttt ttcttgggaa acttgtctgt 60 

gtttgacatg ggtttctcct cagtgacttg tcccaaaatg ctgctctacc ttatggggct 120 

gggccgactc atctcctaca aagactgtgt ctgccagctt ttcttcttcc atttcctcgg 180 

gagcattgag tgcttcttgt ttacggtgat ggcctatgac cgcttcactg ccatctgtta 240 

tcctctgcga tacacagtca tcatgaaccc aaggatctgt gtggccctgg ctgtgggcac 300 

atggctgtta gggtgcattc attccagtat cttgacctcc ctcaccttca ccttgccaca 360 

ctgtggtccc aatgaagtgg atcacttctt ctgtgacatt ccagcactgt tgcccttggc 420 

ctgtgctgac acatccttag cccagagggt gagcttcacc aacgttggcc tcatatctct 480 

ggctgctttc tgctaaatct tttatcctac actagaatca caaatatcta tcttaagcat 540 

tcgtacaac 549 



<210> 1080 
<211> 616 
<212> DNA 

<213> Unknown (H3 8g93 0 nucleotide) 



<220> 

<223> Synthetic construct 



<221> misc_feature 
<222> (1) . . . (616) 
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<223> n = A,T,C or G 



<400> 1080 

gnnnnnnnnt tcatnccatt gggccctcta gatgcatgct cgagcggccg ccagtgtgat 60 

ggatatctgc agaattcgcc cttgttgctt agagtgtaaa taaaagggtt aacattggct 120 

tagaggtgaa gagtaaatac ataggaaggg cgaattccag cacactggcg gccgttacta 180 

gtggatccga gctcggtacc aagcttgatg catagcttga gtattctaac gcgtcaccta 240 

aatagcttgg cgtaatcatg gtcatagctg tttcctgtgt gaaattgtta tccgctcaca 300 

attccacaca acatacgagc cggaagcata aagtgtaaag cctggggtgc ctaatgagtg 3 60 

agctaactca cattaattgc gttgcgctca ctgcccgctt tccagtcggg aaacctgtcg 420 

tgccagctgc attaatgaat cggccaacgc gcggggagag gcggtttgcg tattgggcgc 480 

tcttccgctt cctcgctcac tgactcgctg cgctcggtcg ntcggctgcg gcgagcggta 540 

tcaagctcac tcaaaggcgg taatacggtt atccacagaa tcagggggat acgcangaaa 600 

gaacatgtga gcaaat 616 



<210> 1081 
<211> 615 
<212> DNA 

<213> Unknown (H38g931 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_f eature 
<222> <1)...(615) 
<223> n = A,T,C or G 



<400> 1081 

ngnnnnttna ntcnangccn ngngccctct agatgcatgc tcgagcggcc gccagtgtga 60 

tggatatctg cagaattcgc ccttccaatg tatttacttc tcagccagct ctcccttatg 120 

gacctgatgt acatctccac caccgtcccc aagatggcgt acaacttcct gtccggccag 180 

aaaggcatct ccttcctggg atgtggtgtg caaagcttct tcttcctgac catggcgtgt 240 

tctgaaggct tactcctgac ctccatggcc tacgaccgtt atttggccat ctgccactct 300 

ctctattatc ctatccgcat gagtaaaatg atgtgtgtga agatgattgg aggctcttgg 360 

acactggggt ccatcaactc cttggcacac acagtctttg cccttcatat tccctactgc 420 

aggtctaggg ctattgacca tttcttctgc gatgtcccag ccatgttgct tcttgctgta 480 

cagatacttg ggtctatgaa tatatggttt ttgtaaggac aaagcctctt tcttcttttn 540 

cctttcattg gcatcacttc ttctgngggc cgagtcctaa ttgctggcta tataatgcac 600 

tcaaaggagg ggagg 615 



<210> 1082 
<211> 628 
<212> DNA 

<213> Unknown (H38g932 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc__feature 
<222> (1) . . . (628) 
<223> n = A,T,C or G 



<400> 1082 

gnnnnnnnat ttnatgccnt tnttgattcc cnttnnnnnn ncaagcagng gtaacaacgc 60 

agagtacgcc ccctatgtat ttcttcctaa gatccaaata ttaaaataaa agacagtcat 120 

cccaccacta actaaagtag tgtttcccac acttctctat taagaagcat gtgagatact 180 

tgttacaaac ataacatcct ggtcccaccc caaagccact caatcaaata ctccagggaa 240 

gggatctagg aattcgtagg tttaacgagt gccccaaaat gattattacc tgttggagaa 300 

tctaggcaac aatgaattaa ggaaagctct ctaccatttg gtactggtac caggtttgag 360 

gatcacaggg aagagggtaa gcatatcaga ctagcagagc tgccagaact cgggctttca 420 

aaagagaggt gccaccctct cccatgtcca tgtaagtagc aaacaaccct ctcatgtaca 480 
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ctctgaggaa caagggggcg tacttctgtc gtcttgagcg tactgatggt acccagcttt 540 
tgtcccttta gtgagggtta attgcgcgct tggcgtaatc atggtcatag ctgtttcctg 600 
tgtgaaattg ttatccgctc acaattct 628 

<210> 1083 
<211> 613 
<212> DNA 

<213> Unknown (H38g933 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1) . . . (613) 
<223> n = A,T,C or G 



<400> 1083 

annnccntng gagctccaaa gcagtggtaa caacgcagag tacgccccct atgtacttac 60 

ttttgttaag tccaacctcc atcctccttg gccttttgat tcaattgatc actccttcct 120 

cctcaaaaca ccttgttcac tcatcctttc tcagtctcct ttgtggattc ttcctcattt 180 

atttgacctc ttgctggtga accctttcat atacactctc cgtaacaaag agggcgtact 240 

tctgtcgtct tgagcgnact gatggnaccc agcttttgtt ccctttagtg agggntaatt 300 

gcgcgcttgg cgnaatcatg gncatagctg nttnctgngn gaaantgnta tttcgntnac 360 

aattncacac aacatacnag ccgggagcat aaagggnnaa gncctggggn gcctaatgag 420 

ggagcttact cacaataatt ggggtgngcc cactggcccc ttttcaggcg ggaaaacctn 480 

gcggggccag ctggaataaa tgaatcgggc cacgcgccgg ggaggagggc gggttnngga 540 

attgggcgct ttttccnttt ctnggttaat ggactnggtn ggcnnngtcc gttcggttgg 600 

ggggancggn nnt 613 



<210> 1084 
<211> 886 
<212> DNA 

<213> Unknown (H38g934 nucleotide) 
<220> 

<223> Synthetic construct 

<221> misc_feature 
<222> (1)...(886) 
<223> n = A,T,C or G 



<400> 1084 

ggtcccntcg ngtatncntt naccctctga tgctgctcga gcggccggca gggtgatgga 60 

tatctgcaga attcgccctt ctgttacgca ggaatatata aaggggttac tgaggaataa 120 

ataaatgggt tactgaggaa taaataaatg ggttactgag gaacaaatac atagggttga 180 

aagaactgta aaatagaaaa aggaccttnt gctgctcctc aggatggcgg nacttagggg 240 

ccatgtacat gacgatgnng ctgccnntna agagtcccac tnctcancng cctcagcccg 300 

nctttttnct cacnnnccnt ntttntctnc cctcttnnnc tctttncttc ctattccccc 360 

cccttccnct cctccctttt gcntnaccat tgnccctnat ccctttaatt cnntcnntcn 420 

tctcccctct attccttcnn tnttcgnctt cantctctnc ctctttctcc cccnctttct 480 

ctcntctnct cttcctctng tcatcctngt tcnttctctt ncctanttcc ctctancctt 540 

ntcttattnc tcctctatnc cctctcatct cacntctcnt cctctcntcn tacttnnctc 600 

nnctcttccn ctccgtcntc cnctttctct tcntnacgcc acccctcnnn cntnctctct 660 

ntctcntcct cactctctcc tctccctncn cntcactntt ctccncctct acntcctatn 720 

ctcncnttct nncttnactt tgtcacgctc tcctcctcct ctctacgcac nttttatctc 780 

ttatctcncn catcnccctc nnttctncac nctattnact cttttctcnc atactntatn 840 

ctcctntcnn cttanatcnc ctcccttctn tnanccnntc actgcn 886 



<210> 1085 
<211> 125 
<212> PRT 
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<213> Unknown (H38gl protein) 
<220> 

<223> Synthetic construct 



<400> 1085 




























Leu 


Ala 


Cys 


Ala 


Asp 


Thr 


Ser 


Leu 


Ala 


Gin 


Arg 


Val 


Ser 


Phe 


Pro 


Asp 


1 








5 










10 










15 




Val 


Gly 


Leu 


He 
20 


Ser 


Leu 


Val 


Cys 


Phe 
25 


Leu 


Leu 


He 


Leu 


Leu 
30 


Ser 


Tyr 


Thr 


Arg 


He 


Thr 


He 


Ser 


He 


Leu 


Ser 


He 


Arg 


Thr 


Thr 


Glu 


Gly Arg 






35 










40 










45 








Arg 


Arg 
50 


Ala 


Phe 


Ser 


Thr 


Cys 
55 


Ser 


Ala 


His 


Leu 


He 
60 


Ala 


He 


Leu 


Cys 


Ala 


Tyr 


Gly 


Pro 


He 


He 


Thr 


Val 


Tyr 


Leu 


Gin 


Pro 


Thr 


Pro 


Asn 


Pro 


65 










70 










75 










80 


Met 


Leu 


Gly 


Thr 


Val 
85 


Val 


Gin 


He 


Leu 


Met 
90 


Asn 


Leu 


Val 


Gly 


Pro 
95 


Met 


Leu 


Asn 


Pro 


Leu 
100 


He 


Tyr 


Thr 


Leu 


Arg 
105 


Asn 


Lys 


Glu 


Val 


Lys 
110 


Thr 


Ala 


Leu 


Lys 


Thr 


He 


Leu 


His 


Arg 


Thr 


Gly His 


Val 


Pro 


Glu 












115 










120 










125 









<210> 1086 
<211> 322 
<212> PRT 

<213> Unknown (H38g2 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (322) 

<223> Xaa = Any Amino Acid 



<400> 1086 



His 


Thr 


Glu 


Pro 


Arg 


Asn 


Leu 


Thr 


Asp 


Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Leu 


Ser 


Glu 
20 


Asp 


Pro 


Glu 


Leu 


Gin 
25 


Pro 


Val 


Leu 


Ala 


Leu 
30 


Leu 


Ser 


Leu 


Ser 


Leu 
35 


Ser 


Met 


Tyr 


Leu 


Val 
40 


Thr 


Val 


Met 


Arg 


Asn 
45 


Leu 


Leu 


Ser 


He 


Leu 
50 


Thr 


Val 


Ser 


Ser 


Val 
55 


Ser 


Pro 


Leu 


His 


Thr 
60 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Ala 


Thr 


65 










70 










75 










80 


Val 


Pro 


Thr 


Met 


He 
85 


Val 


Asp 


Met 


Gin 


Ser 
90 


His 


Ser 


Arg 


Val 


He 
95 


Pro 


His 


Ala 


Gly 


Cys 
100 


Leu 


Thr 


Gin 


Met 


Tyr 
105 


Phe 


Leu 


Val 


Phe 


Phe 
110 


Ala 


Cys 


He 


Glu 


Gly 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr Asp 


Cys 


Phe 


Val 


Ala 






115 










120 










125 








He 


Cys 
130 


Arg 


Pro 


Leu 


His 


Tyr 
135 


Pro 


Val 


He 


Val 


Asn 
140 


Pro 


His 


Leu 


Cys 


Val 


Phe 


Phe 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


145 










150 










155 










160 


Leu 


His 


Ser 


Xaa 


He 
165 


Val 


Leu 


Gin 


Phe 


Asn 
170 


He 


He 


Lys 


Asn 


Val 
175 


Glu 


He 


Ser 


Asn 


Phe 
180 


Val 


Cys 


Asp 


Pro 


Ser 
185 


Gin 


Leu 


Leu 


Lys 


Leu 
190 


Ala 


Cys 


Ser 


Asp 


Ser 


Val 


He 


Asn 


He 


He 


Phe 


He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 
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195 200 205 



Phe 


Ala 
210 


Phe 


Leu 


Pro 


He 


Ser 
215 


Gly 


He 


Leu 


Trp 


Ser 
220 


Tyr 


Tyr 


Lys 


He 


Val 


Pro 


Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Gly Lys 


Tyr 


Lys 


Ser 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Cys 


Ala 
245 


Ser 


His 


Leu 


Ala 


Val 
250 


Val 


Cys 


Xaa 


Phe 


Asp 
255 


Gly 


Thr 


Gly 


lie 


Gly Met 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 


Pro 


Arg 








260 










265 










270 






Asn 


Gly 


Val 
275 


Val 


Ala 


Ser 


Val 


Met 
280 


Tyr 


Ala 


Val 


Val 


Thr 
285 


Pro 


Met 


Leu 


Asn 


Leu 


Phe 


He 


Tyr 


Ser 


Leu 


Arg Asn Arg Asn 


He 


Gin 


Ser 


Ala 


Leu 




290 










295 










300 










Arg 


Arg 


Leu 


Arg 


Ser 


Arg 


Thr 


Val 


Glu 


Ser 


His 


Asp 


Leu 


Phe 


His 


Arg 


305 










310 










315 










320 


Phe 


Ser 































<210> 1087 
<211> 312 
<212> PRT 

<213> Unknown <H38g3 protein) 
<220> 

<223> Synthetic construct 



<400> 1087 



Met 


Asp Gly 


Asp 


Asn 


Gin 


Ser 


Glu 


Asn 


Ser 


Gin 


Phe 


Leu 


Leu 


Leu 


Gly 


1 








5 










10 










15 




He 


Ser 


Glu 


Ser 


Pro 


Glu 


Gin 


Gin Arg 


He 


Leu 


Phe 


Trp 


Met 


Phe 


Leu 








20 










25 










30 






Ser 


Met 


Tyr 


Leu 


Val 


Thr 


Val 


Leu Gly Asn Val 


Leu 


He 


He 


Leu 


Ala 






35 










40 










45 








He 


Ser 
50 


Ser 


Asp 


Ser 


His 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Phe 


Leu 


Ala 


Asn 


Leu 


Ser 


Phe 


Thr 


Asp 


Leu 


Phe 


Phe 


Val 


Thr 


Asn 


Thr 


He 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Val 


Asn 


Phe 
85 


Gin 


Ser 


Gin 


Asn 


Lys 
90 


Ala 


He 


Ser 


Tyr 


Ala 
95 


Gly 


Cys 


Leu 


Thr 


Gin 
100 


Leu 


Tyr 


Phe 


Leu 


Val 
105 


Ser 


Leu 


Val 


Thr 


Leu 
110 


Asp 


Asn 


Leu 


He 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Val 


Ala 


Thr 


Cys 


Cys 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Val 


Thr 


Ala 


Met 


Ser 


Pro Gly 


Leu 


Cys 


Val 


Leu 


Leu 




130 










135 










140 










Leu 


Ser 


Leu 


Cys 


Trp 


Gly 


Leu 


Ser 


Val 


Leu 


Tyr 


Gly 


Leu 


Leu 


Leu 


Thr 


145 










150 










155 










160 


Phe 


Leu 


Leu 


Thr 


Arg 
165 


Val 


Thr 


Phe 


Cys 


Gly 
170 


Pro 


Arg 


Glu 


He 


His 
175 


Tyr 


Leu 


Phe 


Cys 


Asp 
180 


Met 


Tyr 


He 


Leu 


Leu 
185 


Trp 


Leu 


Ala 


Cys 


Ser 
190 


Asn 


Thr 


His 


He 


He 


His 


Thr 


Ala 


Leu 


He 


Ala 


Thr 


Gly Cys 


Phe 


He 


Phe 


Leu 






195 










200 










205 








Thr 


Pro 
210 


Leu 


Gly 


Phe 


Met 


Thr 
215 


Thr 


Ser 


Tyr 


Val 


Arg 
220 


He 


Val 


Arg 


Thr 


He 


Leu 


Gin 


Met 


Pro 


Ser 


Ala 


Ser 


Lys 


Lys 


Tyr 


Lys 


Thr 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Gly 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Gly Thr 


Leu 


Ala 










245 










250 










255 




Met 


Val 


Tyr 


Leu 
260 


Gin 


Pro 


Leu 


His 


Thr 
265 


Tyr 


Ser 


Met 


Lys 


Asp 
270 


Ser 


Val 
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Ala Thr Val Met Tyr Ala Val Leu Thr Pro Met Met Asn Pro Phe lie 

275 280 285 

Tyr Arg Leu Arg Asn Lys Asp Met His Gly Ala Pro Gly Arg Val Leu 

290 295 300 

Trp Arg Pro Phe Gin Arg Pro Lys 
305 310 

<210> 1088 
<211> 305 
<212> PRT 

<213> Unknown <H38g4 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (305) 

<223> Xaa = Any Amino Acid 

<400> 1088 

Met Arg Asn His Thr Leu Leu Asn Glu Phe lie Leu Arg Gly lie Pro 

15 10 15 

Gin Thr Glu Gly Leu Glu Ala Val Leu Cys Ala Val Phe Ser Phe lie 

20 25 30 

Tyr Leu Phe Thr Leu Leu Gly Asn Leu Leu He Leu He Ala He Phe 

35 40 45 

Leu His Thr Pro Met Tyr Phe Phe Leu Gly Arg Leu Ser Thr Phe Asp 

50 55 60 

He Leu Phe Pro Ser Val Thr Cys Pro Lys Met Leu Leu Tyr Leu Ser 
65 70 75 80 

Gly Gin Ser Pro Val He Ser Phe Lys Gly Cys Ala Ser Gin Leu Phe 

85 90 95 

Phe Tyr Gin Leu Leu Gly Ser Ala Glu Gly Cys Leu Tyr Ser Val Met 

100 105 110 

Ser Tyr Asp Arg Phe Val Ala He His His Thr Leu Arg Tyr Met Leu 

115 120 125 

He Met Lys Pro Gly Val Cys Val Gly Leu Val Val Val Pro Trp Leu 

130 135 140 

Val Gly Cys Leu His Ala Thr He Leu Thr Ser Phe Thr Phe Gin Leu 
145 150 155 160 

Ser Tyr Cys Gly Pro Asn Gin Val Asp Tyr Phe Phe Cys Asp He Pro 

165 170 175 

Ala Val Leu Pro Leu Ala Cys Thr Asp Ser Ala Leu Ala Gin Arg Val 

180 185 190 

Gly Ser He Asn Val Gly Phe Leu Ala Leu Thr Leu Leu He Ser Val 

195 200 205 

Cys Val Cys Tyr Thr Ser He Gly He Ala He Leu Arg He Arg Ser 

210 215 220 

Ser Glu Gly Arg Gin Lys Ala Phe Ser Thr Cys Ser Ala His Leu Val 
225 230 235 240 

Ala He Leu Cys Ala Tyr Gly Pro Val He He He Tyr Leu Lys Ser 

245 250 255 

Thr Pro Asn Pro Leu Leu Gly Gly Gin Val Gin He Leu Asn Asn Val 

260 265 270 

Val Ser Pro Met Leu Asn Ser Leu He Tyr Ser Leu Arg Asn Lys Glu 

275 280 285 

Val Lys Arg Ser Leu Lys Arg Val Phe Xaa Asn Val Leu Leu Thr Val 
290 295 300 

Cys 
305 
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<210> 1089 
<211> 317 
<212> PRT 

<213> Unknown (H3 8g5 protein) 
<220> 

<223> Synthetic construct 



<400> 1089 



Met 


Gly 


Thr 


Asp 


Asn 


Gin 


Thr 


Trp 


Val 


Ser 


Glu 


Phe 


He 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Ser 


Ser 


Asp 


Trp Asp 


Thr 


Arg 


Val 


Ser 


Leu 


Phe 


Val 


Leu 


Phe 


Leu 








20 










25 










30 






Val 


Met 


Tyr 


Val 


Val 


Thr 


Val 


Leu 


Gly Asn Cys 


Leu 


He 


Val 


Leu 


Leu 






35 










40 










45 








He 


Arg 


Leu 


Asp 


Ser Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Thr 




50 










55 










60 










Asn 


Leu 


Ser 


Leu 


Val 


Asp 


Val 


Ser 


Tyr 


Ala 


Thr 


Ser 


Val 


Val 


Pro 


Gin 


65 










70 










75 










80 


Leu 


Leu 


Ala 


His 


Phe 
85 


Leu 


Ala 


Glu 


His 


Lys 
90 


Ala 


He 


Pro 


Phe 


Gin 
95 


Ser 


Cys 


Ala 


Ala 


Gin 
100 


Leu 


Phe 


Phe 


Ser 


Leu 
105 


Ala 


Leu 


Gly 


Gly 


He 
110 


Glu 


Phe 


Val 


Leu 


Leu 
115 


Ala 


Val 


Met 


Ala 


Tyr 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


Val 


Cys 


Asp 


Ala 


Leu 


Arg 


Tyr 


Ser 


Ala 


He 


Met 


His 


Gly Gly 


Leu 


Cys 


Ala 


Arg 


Leu 




130 










135 










140 










Ala 


He 


Thr 


Ser 


Trp Val 


Ser 


Gly 


Phe 


He 


Ser 


Ser 


Pro 


Val 


Gin 


Thr 


145 










150 










155 










160 


Ala 


He 


Thr 


Phe 


Gin 
165 


Leu 


Pro 


Met 


Cys 


Arg 
170 


Asn 


Lys 


Phe 


He 


Asp 
175 


His 


He 


Ser 


Cys 


Glu 
180 


Leu 


Leu 


Ala 


Val 


Val 
185 


Arg 


Leu 


Ala 


Cys 


Val 
190 


Asp 


Thr 


Ser 


Ser 


Asn 
195 


Glu 


Val 


Thr 


He 


Met 
200 


Val 


Ser 


Ser 


He 


Val 
205 


Leu 


Leu 


Met 


Thr 


Pro 
210 


Phe 


Cys 


Leu 


Val 


Leu 
215 


Leu 


Ser 


Tyr 


He 


Gin 
220 


He 


He 


Ser 


Thr 


He 


Leu 


Lys 


He 


Gin 


Ser 


Arg 


Glu 


Gly Arg 


Lys 


Lys 


Ala 


Phe 


His 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Val 


Val 


Ala 


Leu Cys 


Tyr 


Gly Val 


Ala 


He 










245 










250 










255 




Phe 


Thr 


Tyr 


He 
260 


Gin 


Pro 


His 


Ser 


Ser 
265 


Pro 


Ser 


Val 


Leu 


Gin 
270 


Glu 


Lys 


Leu 


Phe 


Ser 


Val 


Phe Tyr 


Ala 


He 


Leu 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Met 






275 










280 










285 








He Tyr 


Ser 


Leu 


Arg Asn 


Lys 


Glu 


Val 


Lys 


Gly Ala 


Trp 


Gin 


Lys 


Leu 




290 










295 










300 










Leu 


Trp 


Lys 


Phe 


Ser Gly 


Leu 


Thr 


Ser 


Lys 


Leu 


Ala 


Thr 








305 










310 










315 













<210> 1090 
<211> 342 
<212> PRT 

<213> Unknown {H3 8g6 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(342) 

<223> Xaa = Any Amino Acid 
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<400> 1090 

Asp Thr Asp Pro Gin Ser Leu Thr Asp Val Ser lie Phe Leu Leu Leu 

15 10 15 

Glu Leu Ser Glu Asp Pro Glu Leu Gin Pro Val lie Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Thr Val Leu Glu Lys Leu Leu lie lie Met 

35 40 45 

Ala Val Ser Pro Asp Phe His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp lie Gly Phe Thr Ser Thr Thr Val Pro 
65 70 75 80 

Lys Met lie Val Asp lie Gin Ser His Ser Arg Val lie Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Leu Phe Ala He Phe Gly Gly Met Glu 

100 105 110 

Glu Asn Met Leu Leu Ser Val Met Ala Tyr Asp Gin Phe Val Ala He 

115 120 125 

Cys His Pro Pro Tyr Arg Ser Ala He Leu Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Gin Asp Leu Leu Ser Leu Phe Phe Phe Ser Phe Phe Phe Phe Phe 
145 150 155 160 

Leu Arg Leu Leu Asp Ser Gin Leu His Asn Leu He Ala Leu Gin Met 

165 170 175 

Thr Cys Phe Lys Asp Val Glu He Ser Asn Val Phe Trp Glu Pro Ser 

180 185 190 

Gin Leu Pro His Leu Ala Cys Cys Asp Thr Phe Thr Arg Asn He Asn 

195 200 205 

Leu Tyr Phe Pro Ala Ala Val Leu Gly Phe Leu Pro He Ser Gly Thr 

210 215 220 

Leu Phe Ser Tyr Cys Lys He Val Ser Ser He Leu Arg Val Ser Ser 
225 230 235 240 

Ser Gly Gly Lys Tyr Lys Ala Phe Ser Thr Cys Gly Ser His Leu Ser 

245 250 255 

Ala Val Cys Xaa Phe Tyr Gly Thr Gly Val Gly Gly Tyr Leu Gly Ser 

260 265 270 

Asp Val Ser Ser Ser Pro Arg Lys Ser Ala Val Ala Ser Val Met Tyr 

275 280 285 

Thr Val Val Thr Pro Met Leu Asn Pro Phe He Tyr Ser Leu Arg Asn 

290 295 300 

Arg Asp Met Lys Ser Val Leu Arg Arg Pro His Ser Ser Thr Val Xaa 
305 310 315 320 

Ser Gin Tyr Leu Leu He Cys Ser He Pro Phe Val Gly Trp Val Lys 

325 330 335 

Lys Gly Ser Lys Val Lys 
340 

<210> 1091 
<211> 313 
<212> PRT 

<213> Unknown (H38g7 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...{313) 

<223> Xaa = Any Amino Acid 

<400> 1091 

Met Val Lys Gly Asn His Ser Thr Val Thr Glu Phe Asn Leu Ala Gly 
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1 
















Leu 


i nx 


Asp 


Lys 


Pro 


vjIU 


Leu 




















Gly 


lie 


Tyr 


val 


vai 


mr 


vai 


vai 






J D 










A A 


lie 


Gly 


Pne 


Ser 


Ser 


HIS 


Leu 


HIS 




DO 














Ser 


Lieu 


Ser 


Pne 


lie 


ASp 


Leu 


Cys 












/ U 






Met 


Leu 


val 


Asn 


Til* *i 

pne 


vai 


Ser 


Glu 










OD 








Cys 


Men 


inr 


bin 


Leu 


Tyr 


rile 


pne 








1UU 










HIS 


Met 


Leu 


Ala 


Ala 


Met 


Ala 


Tyr 






113 












Pro 


T ni i 

lieu 


lieu 


Tyr 


IT -! _ 

HIS 


vai 


ill a 

Ala 


Met 




1 JU 










1 J D 




va± 


val 


Glu 


Val 


Tyr 


Pne 


Met 


Gly 


145 










150 






Val 


Cys 


Met 


Leu 


Arg 


Val 


Leu 


Phe 










ICC 

165 








Tyr 


Pne 


Cys 


Asp 


Leu 


Phe 


Pro 


Leu 








180 










Ser 


He 


Asn 


Glu 


He 


Val 


Val 


Cys 






195 










200 


Phe 


Arg 


Ser 


Leu 


Thr 


lie 


Leu 


Ser 




210 










215 




He 


Leu 


Cys 


He 


Arg 


Ser 


Thr 


Glu 


225 










23 0 






Cys 


Ser 


Ser 


His 


He 


Ser 


Ala 


Val 










O VI R 








Phe 


Met 


Tyr 


Leu 


Gin 


Pro 


Ser 


Ser 








260 










Val 


Ser 


Ser 


Val 


Phe 


Tyr 


Ala 


Thr 






275 










280 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 




290 










295 




Leu 


Glu 


Lys 


Arg 


Ser 


Phe 


Leu 


Xaa 



305 310 





10 










15 




Leu 


Pro 


Leu 


rne 


Leu 


Leu 


rne 


Leu 


25 










30 






Gly Asn 


Leu 


ber 




lie 


i nr 


Leu 


















inr 


Pro 


Met 


Tyr 
60 


HIS 


rile 


Leu 


Ser 


bin 


Ser 


Ser 
75 


vai 


lie 


inr 


Pro 


Lys 
80 


Arg 


Asn 
on. 


lie 


Tl 

i le 


Ser 


Tyr 


Pro 


Ala 


T Ai * 

lieu 


IT- 1 

vai 


Leu 


Val 


lie 




pi 
bill 


Cys 


105 










1 1 n 






Asp 


His 


Tyr 


He 


Aid 
±Z D 


lie 


Cys 


Asn 


Ser 


Tyr 


Gin 


Val 
140 


Cys 


Ser 


Trp 


Met 


Phe 


He 


Gly Ala 


Ser 


Ala 


HIS 


Thr 






155 










160 


Cys 


Lys 


Ala Asp 
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<210> 1092 
<211> 328 
<212> PRT 

<213> Unknown <H38g8 protein) 
<220> 

<223> Synthetic construct 



<221> VARIANT 

<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 
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<210> 1094 
<211> 324 
<212> PRT 

<213> Unknown (H3 8gl0 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (324) 

<223> Xaa = Any Amino Acid 
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<210> 1095 
<211> 311 
<212> PRT 

<213> Unknown (H3 8gll protein) 
<220> 

<223> Synthetic construct 
<400>. 1095 

Met Glu Leu Glu Asn Gin Thr Arg Val Thr Lys Phe He Leu Val Gly 

1 5 10 15 

Phe Pro Gly Ser Leu Ser Met Arg Ala Ala Met Phe Leu He Phe Leu 

20 25 30 

Val Ala Tyr He Leu Thr Val Ala Glu Asn Val He He He Leu Leu 

35 40 45 

Val Leu Gin Asn Arg Pro Leu His Lys Pro Met Tyr Phe Phe Leu Ala 

50 55 60 

Asn Leu Ser Phe Leu Glu Thr Trp Tyr He Ser Val Thr Val Pro Lys 
65 70 75 80 

Leu Leu Phe Ser Phe Trp Ser Val Asn Asn Ser He Ser Phe Thr Leu 

85 90 95 

Cys Met He Gin Leu Tyr Phe Phe He Ala Leu Met Cys Thr Glu Cys 

100 105 110 

Val Leu Leu Ala Ala Met Ala Tyr Asp Arg Tyr Val Ala He Cys Arg 

115 120 125 

Pro Leu His Tyr Pro Thr He Met Ser His Gly Leu Cys Phe Arg Leu 

130 135 140 

Ala Leu Gly Ser Trp Ala He Gly Phe Gly He Ser Leu Ala Lys He 
145 150 155 160 

Tyr Phe He Ser Cys Leu Ser Phe Cys Gly Pro Asn Val He Asn His 

165 170 175 

Phe Phe Cys Asp He Ser Pro Val Leu Asn Leu Ser Cys Thr Asp Met 

180 185 190 

Ser He Thr Glu Leu Val Asp Phe He Leu Ala Leu Val He Phe Leu 

195 200 205 

Phe Pro Leu Phe He Thr Val Leu Ser Tyr Gly Cys He Leu Ala Thr 

210 215 220 

He Leu Cys Met Pro Thr Gly Lys Gin Lys Ala Phe Ser Thr Cys Ala 
225 230 235 240 

Ser His Leu Val Val Val Thr He Phe Tyr Ser Ala He He Phe Met 

245 250 255 

Tyr Ala Arg Pro Arg Val He His Ala Phe Asn Met Asn Lys He He 
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260 265 
Ser lie Phe Tyr Ala lie Val Thr Pro Ser Leu 

275 280 
Cys Leu Arg Asn Arg Glu Val Lys Glu Ala Leu 

290 295 
Cys Gin Ala Ser Arg Ser Asp 
305 310 

<210> 1096 
<211> 313 
<212> PRT 

<213> Unknown (H38gl2 protein) 
<220> 

<223> Synthetic construct 
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<210> 1097 
<211> 318 
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<213> Unknown (H38gl3 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (318) 

<223> Xaa = Any Amino Acid 
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Trp 


Arg 


Gly 


Cys 


Add 


Leu 


His 


Val 


Asn 


Leu 


Leu 


Thr 


Ala 


He 


14b 










1->U 










155 










160 


Leu 


Gly 


Ser 


Tyr 


Pro 


Asn 


Pro 


Val 


Pro 


Thr 


Lys 


Leu 


Trp 


Leu 


Ser 


Phe 










165 










170 










175 




Pro 


Ser 


He 


Pro 


Glu 


Val 


Lys 


Leu 


Xaa 


Pro 


Met 


Gin 


Ala 


Tyr 


Thr 


L ys 








180 










185 










190 






Pro 


Tyr 


Ala Gly Leu 


Ser 


Leu 


Cys 


Leu 


Ser 


Leu 


Ser 


Leu 


Ser 


Leu 


Ser 






195 










200 










205 








Phe 


Ser 


Leu 


Phe 


Ser 


He 


He 


Ser 


He 


Ser 


Tyr 


He 


Cys 


Asn 


Glu 


He 




210 










215 










220 










Asp 


He 


Pro 


Lys 


He 


He 


Ser 


Ala 


Asp 


Ser 


Val 


His Gly Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Leu 


Ala 


His 


Leu 


Phe 


Ala 


Phe 


Ser 


Thr 


Cys 


He 


Ala 


Gin 


Pro 










245 










250 










255 




Ala 


Val 


Cys 


Asn 


Ser 


Leu 


Trp 


Pro Trp Thr 


Glu 


Ala 


Gin 


Thr 


Glu 


Ser 








260 










265 










270 






Ser 


Arg 


Asp 


Ser 


Val 


He 


Gin 


Arg 


Pro 


Asn 


Leu 


Cys 


Val 


Thr 


lie 


Ser 






275 










280 










285 








Leu 


Asn 


Ser 


Leu 


He 


Ser 


Ser 


Leu 


Arg 


Asn 


Glu 


Ser 


Val 


Lys 


Gin 


Ala 




290 










295 










300 










Ser 


His 


Lys 


He 


Phe 


Lys 


Glu 


Gin 


Thr 


Leu 


Phe 


Met 


Lys 


He 






305 










310 










315 













<210> 1098 
<211> 333 
<212> PRT 

<213> Unknown (H38gl4 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1) . . . (333) 
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<223> Xaa = Any Amino Acid 



<400> 1098 



Met 


Asp 


Gly Glu Asn 


His 


Ser 


Val 


Val 


Ser 


Glu 


Phe 


Leu 


Phe 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Thr 


His 


Ser 


Trp 


Glu 


He 


Gin 


Leu 


Leu 


Leu 


Leu 


Val 


Phe 


Ser 


Ser 








20 










25 










30 






Val 


Leu 


Tyr Val 


Ala 


Ser 


He 


Thr 


Gly Asn 


He 


Leu 


He 


Val 


Phe 


Ser 






35 










40 










45 








Val 


Thr 


Thr 


Asp 


Pro 


His 


Leu 


His 


Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ala 




50 










55 










60 










Ser 


Leu 


Ser 


Phe 


He 


Asp 


Leu Gly Ala 


Cys 


Ser 


Val 


Thr 


Ser 


Pro 


Lys 


65 










70 










75 










80 


Met 


He 


Tyr 


Asp 


Leu 


Phe 


Arg 


Lys 


Arg 


Lys 


Val 


He 


Ser 


Phe 


Gly Gly 










85 










90 










95 




Cys 


He 


Ala 


Gin 


He 


Phe 


Phe 


He 


His 


Val 


He 


Gly 


Gly Val 


Glu 


Met 








100 










105 










110 






Val 


Leu 


Leu 


He 


Ala 


Met 


Ala 


Phe 


Asp 


Ser 


Tyr 


Val 


Ala 


Leu 


Cys 


Lys 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Leu 


Thr 


He 


Met 


Ser 


Pro 


Arg 


Met 


Cys 


Leu 


Ser 


Phe 




130 










135 










140 










Leu 


Ala 


Val 


Ala 


Trp 


Thr 


Leu 


Gly Val 


Ser 


His 


Ser 


Leu 


Phe 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Leu 


Val 


Asn 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Val 


Leu 


Asp 


Ser 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Leu 


Pro 


Gin 


Leu 


Leu 


Arg 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 










190 






Tyr 


Arg 


Leu 


Gin 


Phe 


Met 


Val 


Thr 


Val 


Asn 


Ser Gly 


Phe 


He 


Cys 


Val 






195 










200 










205 








Gly Thr 


Phe 


Phe 


He 


Leu 


Leu 


He 


Ser 


Tyr 


He 


Phe 


He 


Leu 


Phe 


Thr 




210 










215 










220 










Val 


Trp 


Lys 


His 


Ser 


Ser 


Gly Gly Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Leu 


225 










230 










235 










240 


Ser 


Ala 


His 


Ser 


Thr 


Ala 


Val 


Leu 


Leu 


Phe 


Phe 


Gly 


Pro 


Pro 


Met 


Phe 










245 










250 










255 




Val 


Tyr 


Thr 


Trp 


Pro 


His 


Pro 


Asn 


Ser 


Gin 


Met 


Asp 


Lys 


Phe 


Leu 


Ala 








260 










265 










270 






He 


Phe 


Asp 


Ala 


Val 


Leu 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Val 


Val 


Tyr 


Thr 






275 










280 










285 








Phe 


Arg 


Asn 


Lys 


Glu 


Met 


Lys 


Ala 


Ala 


He 


Lys 


Arg 


Val 


Cys 


Lys 


Gin 




290 










295 










300 










Leu 


Val 


He 


Tyr 


Lys 


Lys 


He 


Ser 


Xaa 


Met 


He 


Gin 


Xaa 


Ala 


Leu 


Leu 


305 










310 










315 










320 


Val 


Lys 


His 


Asp 


Met 


Ala 


Leu Cys 


Phe 


Phe 


Leu 


Xaa 


Tyr 









325 330 



<210> 1099 
<211> 322 
<212> PRT 

<213> Unknown (H3 8gl5 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (322) 

<223> Xaa = Any Amino Acid 

<400> 1099 

His Thr Gly Pro Arg Asn Leu Thr Asp Val Xaa Glu Phe Leu Leu Leu 
15 10 15 
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Gly Leu 


Ser 


Glu 


Asp 








20 




Leu 


Ser 


Leu 


Ser 


Met 






35 






lie 


Leu 


Ala 


Val 


Ser 




50 








Phe 


Leu 


Ser 


Asn 


Leu 


65 










Val 


Pro 


Lys 


Met 


He 










85 


His 


Ala 


Val 


Cys 


Leu 








100 




He 


Glu 


Gly 


Met 


Leu 






115 






He 


Cys 


Cys 


Pro 


Leu 




130 








Val 


Phe 


Phe 


Val 


Leu 


145 










Leu 


His 


Ser 


Tro 


He 










165 


He 


Ser 


Asn 


Ser 


Val 








180 




Ser 


Asp 


Ser 


Val 


He 






195 






Phe Gly 


Phe 


Leu 


Pro 




210 








Val 


Pro 


Ser 


He 


Leu 


225 










Phe 


Ser 


Thr 


Cys 


Ala 










245 


Thr 


Gly 


He 


Gly 


Met 








260 




Asn Gly Val 


Val 


Ala 






275 






Asn 


Leu 


Phe 


He 


Tyr 




290 








Arg 


Arg 


Leu 


Arg 


Ser 



305 

Phe Ser 



Pro Glu Leu Gin Pro Leu 
25 

Tyr Leu Val Thr Val Leu 
40 

Ser Asp Ser Pro Leu His 
55 

Cys Trp Ala Asp He Gly 
70 75 
Val Asp Met Gin Ser His 
90 

He Gin Met Ser Leu Leu 
105 

Leu Thr Val Met Ala Tyr 
120 

His Tyr Pro Val He Val 
135 

Val Ser Phe Leu Leu Ser 
150 155 
Val Leu Gin Phe Thr He 
170 

Cys Asp Pro Ser His Leu 
185 

Asn Ser He Phe He Tyr 
200 

He Ser Gly He Leu Trp 
215 

Arg He Ser Ser Ser Asp 
230 235 
Ser His Leu Ala Val Val 
250 

Tyr Leu Thr Ser Ala Val 
265 

Ser Val Met Tyr Ala Val 
280 

Ser Leu Arg Asn Arg Asp 
295 

Arg Thr Val Glu Ser His 
310 315 



Leu Thr Leu Leu Ser 
30 

Arg Asn Leu Leu Ser 
45 

Thr Pro Met Tyr Phe 
60 

Phe Thr Xaa Ala Thr 
80 

Ser Arg Val He Ser 
95 

Val Leu Phe Ala Cys 
110 

Asp Cys Phe Val Ala 
125 

Asn Pro His Leu Cys 
140 

Leu Leu Asp Ser Gin 
160 

He Lys Asn Val Glu 
175 

Leu Lys Leu Ala Cys 
190 

Phe Asp Ser Thr Met 
205 

Ser Tyr Tyr Lys He 
220 

Gly Lys Tyr Lys Ala 
240 

Cys Xaa Phe Tyr Gly 
255 

Ser Pro Pro Pro Arg 
270 

Val Thr Pro Met Leu 
285 

He Gin Ser Ala Leu 
300 

Asp Leu Phe His Arg 
320 



<210> 1100 
<211> 279 
<212> PRT 

<213> Unknown (H38gl6 protein) 
<220> 

<223> Synthetic construct 
<400> 1100 

Met Tyr Leu Ala Thr Val Leu Gly 

1 5 
Ser He Asp Ser Arg Leu His Thr 
20 

Met Ser Phe Val Asp Asn Cys Phe 

35 40 
Ala Asn His He Leu Arg Thr Gin 

50 55 
Met Gin Met Tyr Phe He Ser Glu 
65 70 
Leu Ala Val Met Ala Tyr Asp Arg 



Asn Leu Leu He He Leu Ala He 

10 15 
Pro Met Tyr Phe Phe Leu Ser Asn 
25 30 
Ser Thr Thr Val Pro Lys Met Leu 
45 

Thr He Ser Phe Ser Gly Cys Leu 
60 

Leu Ala Asp Met Asp Asn Phe Leu 

75 80 
Phe Val Ala Val Cys Arg Pro Leu 
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85 90 95 



His 


Tyr 


Thr 


Ala 
100 


Lys 


Met 


Thr 


His 


Gin 
105 


Leu 


Cys 


Ala 


Leu 


Leu 
110 


Val 


Thr 


Gly 


Ser 


Trp 
115 


Val 


Val 


Ala 


Asn 


Ser 
120 


Asn 


Ala 


Leu 


Leu 


His 
125 


Thr 


Leu 


Leu 


Met 


Ala 
130 


Arg 


Leu 


Ser 


Phe 


Cys 
135 


Ala 


Asp 


Asn 


Thr 


He 
140 


Pro 


His 


He 


Phe 


Cys 


Asp 


Val 


Thr 


Pro 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Ser 


Asp 


Thr 


His 


Leu 


145 










150 










155 










160 


Ser 


Glu 


Val 


Met 


He 
165 


Leu 


Thr 


Glu 


Ala 


Ala 
170 


Leu 


Val 


Thr 


He 


Thr 
175 


Pro 


Phe 


Leu 


Cys 


Leu 
180 


Leu 


Ala 


Ser 


Tyr 


Met 
185 


His 


He 


Thr 


Cys 


Val 
190 


Val 


Leu 


Arg 


Val 


Pro 


Ser 


Thr 


Lys 


Gly 


Arg 


Trp 


Lys 


Ala 


Phe 


Ser 


Thr 


Cvs 


Glv 






195 










200 










205 






Ser 


His 
210 


Leu 


Ala 


Val 


Val 


Leu 
215 


Leu 


Phe 


Tyr 


Glv 


Thr 
220 


He 


Met 




Pro 


Tyr 


Phe 


Arg 


Thr 


Ser 


Ser 


Ser 


His 


Ser 


Ala 


Gin 


Arg 


Asp 


He 


Ala 


Ala 


225 










230 










235 










240 


Ala 


Val 


Arg 


Phe 


Thr 


Val 


Val 


Thr 


Pro 


Val 


Met 


Asn 


Pro 


Leu 


He 


Tyr 










245 










250 










255 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


He 


Lys 


Gly Ala 


Leu 


Val 


Lys 


Val 


Val 


Ala 








260 










265 










270 






Val 


Lys 


Phe 
275 


Phe 


Ser 


Val 


Gin 





















<210> 1101 

<211> 257 

<212> PRT 

<213> Unknown (H38gl7 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (257) 

<223> Xaa = Any Amino Acid 



<400> 1101 



Phe 


He 


Leu 


Trp Gly Phe 


Phe 


Asp 


His 


Pro 


Xaa 


Pro 


Glu 


Met 


Phe 


Leu 


1 








5 










10 










15 




Phe 


He 


Met 


Gly Leu Val 


Gly 


Leu 


Ser 


Leu 


His 


Thr 


Gly 


Gly Gin 


His 








20 










25 










30 






Leu 


Asn 


Tyr 


Cys 


Gly Thr 


Gin 


Gly 


He 


Phe 


Xaa 


Gly 


Ser 


Thr 


Lys 


Cys 






35 










40 










45 






He 


He 


Leu 


Ala 


Val 


Thr 


Ser 


Leu 


Asp 


Pro 


Tyr 


He 


Ala 


lie 


Cys 


Lys 




50 










55 










60 








His 


Leu 


Arg 


Tyr 


Pro 


Ala 


He 


Met 


His 


Gin 


Gin 


Leu 


Cys 


Val 


Leu 


Leu 


65 










70 










75 










80 


Val 


Ala 


Met 


Ala 


Trp 
85 


Leu 


Ser 


Ser 


Leu 


Ala 
90 


Asn 


Ser 


Leu 


Gin 


Ser 
95 


Ser 


Leu 


Ala 


Val 


Gin 


Leu 


Pro 


Leu 


Gly Gly Asn Lys 


Val 


Asp Asp 


Phe 


Leu 








100 










105 










110 






Cys 


Glu 


Val 
115 


Ser 


Ala 


Met 


He 


Lys 
120 


He 


Ser 


Arg 


Phe 


Asp 
125 


Thr 


Thr 


Phe 


Asn 


Val 
130 


Ser 


Met 


Leu 


Ser 


He 
135 


Val 


Arg 


He 


Phe 


Xaa 
140 


Ser 


Leu 


Val 


Leu 


Xaa 


Ser 


He 


He 


Phe 


Ala 


Tyr 


Cys 


Gly 


Phe 


He 


Val 


Ala 


Thr 


Val 


Leu 


145 










150 










155 










160 


Arg 


He 


Gin 


Ser 


Ser Gly 


Gly Lys 


Lys 


Glu 


Val 


Phe 


Asn 


Thr 


Cys 


Gly 



165 170 175 
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Ser His lie Val Ser Leu Leu Tyr 
180 

Gin Pro Ser Ala Asn Ser Gin Asp 
195 200 
Tyr Ser Leu Val Thr Pro Met Leu 

210 215 
Asn Arg Asp lie Lys Gly Ala Met 
225 230 
His Gin Glu Glu Asn Lys Ser Asn 
245 

lie 



Gly Pro Val lie Ser Met Tyr Val 
185 190 
Lys Asn Lys Phe Met Ser Leu Phe 
205 

Asn Pro Phe lie Tyr Thr Leu Ser 
220 

Arg Arg Leu Leu Val Phe Leu Tyr 
235 240 
Tyr Cys Leu Tyr Ser Thr Phe Phe 
250 255 



<210> 1102 
<211> 334 
<212> PRT 

<213> Unknown (H38gl8 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (334) 

<223> Xaa = Any Amino Acid 

<400> 1102 

Ser Thr Asp Pro Gin Asn Val Thr Asp Val Ser Arg Phe Leu Leu Leu 

15 10 15 

Lys Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Thr Val Leu Gly Asn Leu Leu lie lie Leu 

35 40 45 

Ala Val Ser Pro Asp Ser His Leu His Thr Ser Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp lie Gly Phe Pro Ser Pro Thr Val Pro 
65 70 75 80 

Lys Met Val Val Asp lie Gin Ser His Arg Val lie Ser Tyr Ala Gly 

85 90 95 

Cys Leu Thr Gin Met Ser Leu Phe Ala He Phe Gly Gly Met Glu Glu 

100 105 HO 

Asn Met Leu Leu Asn Val Met Ala Tyr Val Arg Phe Val Ala He Cys 

115 120 125 

His Pro Leu Tyr His Ser Ala He Met Asn Pro Cys Phe Cys Gly Phe 

130 135 140 

Leu Leu Leu Leu Ser Phe Phe Phe Leu Gly Leu Leu Asp Ala Gin Leu 
145 150 155 160 

His Asn Met He Ala Leu Gin Met Thr Cys Phe Lys Asp Val Glu He 

165 170 175 

Pro Asn Phe Phe Trp Asp Pro Ser Gin Leu Pro His Leu Ala Cys Cys 

180 185 190 

Asp Thr Phe Thr Asn Asn He He Met Tyr Phe Pro Ala Ala Val Phe 

195 200 205 

Gly Phe Leu Pro He Ser Gly Thr Leu Phe Ser Tyr Ser Lys He Val 

210 215 220 

Ser Ser He Leu Arg Val Ser Ser Ser Gly Gly Lys Tyr Lys Pro Cys 
225 230 235 240 

Ser Thr Cys Gly Ser His Leu Ser Val Phe Cys Xaa Phe Tyr Gly Thr 

245 250 255 

Gly lie Gly Gly Tyr Leu Ser Ser Asp Val Ser Ser Ser Leu Arg Lys 

260 265 270 

Ala Ala Val Ala Ser Leu Met Tyr Lys Met Val Thr Pro Met Leu Asn 
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275 280 285 

Pro Ser lie Tyr Ser Leu Arg Asn Arg Asp lie Lys Ser Val Leu Arg 

290 295 300 

Gin Pro His Gly Ser Thr Val Xaa Ser Gin Asp Leu Leu lie Cys Ser 
305 310 315 320 

lie Pro Phe Val Val Trp Val Lys Lys Gly Ser Lys Val Lys 
325 330 

<210> 1103 
<211> 333 
<212> PRT 

<213> Unknown (H38gl9 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(333) 

<223> Xaa - Any Amino Acid 



<400> 1103 



net 


Asp Gly Glu Asn 


His 


Ser 


Val 


Val 


Ser 


Glu 


Phe 


Leu 


Phe 


Leu 


Gly 


± 








c 
D 










10 










15 




Leu 


my. _ 

inr 


His 


Ser 


Trp 




lie 


Gin 


Leu 


Leu 


Leu 


Leu 


Val 


Phe 


Ser 


Ser 








20 










25 










30 






Val 


Leu 


Tyr 


Val 


Ala 
Ala 


t>er 


lie 


Thr 


Gly 


Asn 


He 


Leu 


He 


Val 


Phe 


Ser 






35 










40 










45 








v ax 




Thr Asp 


Pro 


nlS 


Leu 


His 


Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ala 
























60 










Ser 


Leu 


Ser 


Phe 


lie 


Asp 


Leu 


Gly Ala 


Cys 


Ser 


Val 


Thr 


Ser 


Pro 


Lys 


D 










/ u 










75 










80 




He 


Tyr 


Asp 


Leu 


rne 


Arg 


Lys 


Arg 


Lys 


Val 


He 


Ser 


Phe 


Gly Gly 










85 










90 










95 




Cys 


He 


Ala 


Gin 


He 


Phe 


Phe 


He 


His 


Val 


He 


Gly Gly Val 


Glu 


Met 








100 










105 










110 






Val 


Leu 


Leu 


He 


Ala 


Met 


Ala 


Phe 


Asp 


Ser 


Tyr 


Val 


Ala 


Leu 


Cys 


Lys 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Leu 


Thr 


He 


Met 


Ser 


Pro Arg 


Met 


Cys 


Leu 


Ser 


Phe 




130 










135 










140 










Leu 


Ala 


Val 


Ala 


Trp 


Thr 


Leu 


Gly Val 


Ser 


His 


Ser 


Leu 


Phe 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Leu 


Val 


Asn 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Val 


Leu 


Asp 


Ser 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Leu 


Pro 


Arg 


Leu 


Leu 


Arg 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 










190 






Tyr 


Arg 


Leu 


Gin 


Phe 


Met 


Val 


Thr 


Val 


Asn 


Ser 


Gly 


Phe 


lie 


Cys 


Val 






195 










200 










205 








Gly 


Thr 


Phe 


Phe 


He 


Leu 


Val 


He 


Ser 


Tyr 


He 


Phe 


He 


Leu 


Phe 


Thr 




210 










215 










220 










Val 


Trp 


Lys 


His 


Ser 


Ser 


Gly 


Gly 


Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Leu 


225 










230 










235 










240 


Ser 


Ala 


His 


Ser 


Thr 


Ala 


Val 


Leu 


Leu 


Phe 


Phe 


Gly 


Pro 


Pro 


Met 


Phe 










245 










250 










255 




Val 


Tyr 


Thr 


Trp 


Pro 


His 


Pro 


Asn 


Ser 


Gin 


Met 


Asp 


Lys 


Phe 


Leu 


Ala 








260 










265 










270 






He 


Phe 


Asp 


Ala 


Val 


Leu 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Val 


Val 


Tyr 


Thr 






275 










280 










285 








Phe 


Arg 


Asn 


Lys 


Glu 


Met 


Lys 


Ala 


Ala 


He 


Lys 


Arg 


Val 


Cys 


Lys 


Gin 




290 










295 










300 










Leu 


Val 


He 


Tyr 


Lys 


Lys 


He 


Ser 


Xaa 


Met 


He 


Gin 


Xaa 


Ala 


Leu 


Leu 


305 










310 










315 










320 
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Val Lys His Asp Met Ala Leu Cys Phe Phe Leu Xaa Tyr 
325 330 

<210> 1104 
<211> 339 
<212> PRT 

<213> Unknown (H38g20 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (339) 

<223> Xaa = Any Amino Acid 

<400> 1104 

Asp Thr Asp Pro Gin Ser Leu Thr Asp Val Ser lie Phe Leu Leu Leu 

15 10 15 

Glu Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Thr Val Leu Arg Asn Leu Leu lie lie Leu 

35 40 45 

Ala lie Ser Pro Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Phe Pro Asp Ser Arg Phe Thr Ser Thr Thr Val Pro 
65 70 75 80 

Lys Met lie Val Asp lie Gin Ser His Ser Arg Val lie Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Leu Phe Ala lie Phe Gly Asp Met Glu 

100 105 110 

Glu Asn Met Phe Leu Ser Val Val Ala Tyr Asp Arg Phe Val Ala lie 

115 120 125 

Cys His Pro Leu Tyr Arg Ser Ala lie Leu Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Leu Asp Ser Leu Ser Leu Phe Phe Phe Phe Phe Phe Leu Ser Leu 
145 150 155 160 

Leu Asp Ser Gin Leu His Asn Leu lie Ala Leu Gin Met Thr Cys Phe 

165 170 175 

Lys Asp Val Glu lie Pro Asn Phe Phe Trp Glu Pro Ser Gin Leu Pro 

180 185 190 

His Leu Ala Cys Cys Asp lie Phe Thr Arg Asn lie Asn Leu Tyr Phe 

195 200 205 

Pro Ala Ala He Phe Gly Phe Leu Pro He Ser Gly Thr Leu Phe Ser 

210 215 220 

Tyr Tyr Lys He Val Ser Phe He Leu Arg Val Ser Ser Ser Gly Gly 
225 230 235 240 

Lys Tyr Lys Ala Phe Ser Ala Cys Gly Ser His Leu Ser Val Val Tyr 

245 250 255 

Xaa Val Tyr Gly Thr Gly Phe Gly Gly Tyr Leu Ser Ser Asp Val Ser 

260 265 270 

Ser Ser Pro Arg Lys Gly Ala Val Ala Ser Val Met Tyr Thr Val Val 

275 280 285 

Thr Pro Met Leu Asn Pro Phe He Tyr Ser Leu Arg Asn Gly Asp He 

290 295 300 

Lys Ser Val Leu Arg Gin Pro His Gly Ser Thr Val Xaa Ser Gin Tyr 
305 310 315 320 

Leu Leu He Cys Ser He Pro Phe Val Val Trp Val Lys Lys Gly Ser 
325 330 335 

Lys Val Lys 
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<210> 1105 
<211> 314 
<212> PRT 

<213> Unknown (H38g21 protein) 
<220> 

<223> Synthetic construct 



<400> 1105 
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<210> 1106 
<211> 319 
<212> PRT 

<213> Unknown (H38g22 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (319) 

<223> Xaa = Any Amino Acid 
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<400> 1106 

Met Lys Asn Lys Arg Asn Val Thr Glu Phe Val Leu Thr Gly Leu Thr 

15 10 15 

Gin Asn Pro Lys Met Glu Lys Val Met Phe Ala Val Phe Leu Val Leu 

20 25 30 

Tyr Met lie Thr Leu Ser Gly Asn Leu Leu Leu Val Val Thr lie Thr 

35 40 45 

Thr Ser Gin Ala Leu Ser Ser Pro Met Tyr Phe Phe Leu Ser His Leu 

50 55 60 

Ser Leu lie Asp Thr Val Tyr Ser Ser Ser Ser Ala Pro Lys Leu lie 
65 70 75 80 

Val Asp Ser Leu His Glu Lys Lys lie lie Ser Phe Asn Gly Cys Met 

85 90 95 

Ala Gin Ala Tyr Glu Glu His lie Phe Gly Ala Thr Glu lie lie Leu 

100 105 110 

Leu Thr Val Met Ala Cys Asp Asn Tyr Val Ala lie Cys Lys Pro Leu 

115 120 125 

His Tyr Thr Thr lie Met Ser His Ser Leu Cys lie Leu Leu Val Val 

130 135 140 

Val Ala Trp lie Gly Gly Phe Leu His Ala Asn lie Gin lie Leu Phe 
145 150 155 160 

Thr Val Trp Leu Pro Phe Cys Gly Pro Asn Val lie Asp His Phe Met 

165 170 175 

Cys Asp Leu Cys Pro Leu Leu Lys Leu Val Cys Leu Asp Thr His Thr 

180 185 190 

Leu Gly Leu Phe Val Ala Ala Asn Ser Gly Phe lie Cys Leu Leu Asn 

195 200 205 

Phe Leu Leu Xaa Val Val Ser Tyr Val lie lie Leu Arg Cys Leu Lys 

210 215 220 

Asn Tyr lie Leu Glu Gly Arg Gly Lys Ala Leu Ser Thr Cys lie Ser 
225 230 235 240 

His He He He Val Val Leu Phe Phe Val Pro Cys He Phe Val Tyr 

245 250 255 

Leu His Pro Val Thr Thr Leu Pro He Asp Lys Ala Ala Ala Val Phe 

260 265 270 

Tyr Thr Met Val Val Pro Met Leu Asn Pro Leu He Tyr Thr Leu Arg 

275 280 285 

Asn Ala Glu Val Lys Ser Ala He Arg Lys Leu Trp Arg Lys Lys Val 

290 295 300 

He Ser Asp Asn Asp Xaa He Arg Pro Leu Ser Thr His His Arg 
305 310 315 

<210> 1107 
<211> 311 
<212> PRT 

<213> Unknown (H38g23 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(311) 

<223> Xaa = Any Amino Acid 

<400> 1107 

Met Arg Asn Phe Ser Val Val Ser Glu Phe He Leu Leu Gly He Pro 

15 10 15 

His Thr Glu Gly Leu Glu Thr He Leu Leu Val Leu Phe Leu Ser Phe 

20 25 30 

Tyr He Phe Thr Leu Met Gly Asn Leu Leu He Leu Leu Ala He Val 
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<210> 1108 
<211> 302 
<212> PRT 

<213> Unknown (H38g24 protein) 
<220> 

<223> Synthetic construct 



<400> 1108 
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<213> Unknown (H38g25 protein) 
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225 230 235 240 

Leu Asn Pro Leu lie Tyr Ser Leu Arg Asn Lys Asp Val Lys Leu Ala 

245 250 255 

Val Lys Lys He Leu His Gin Thr Ala Cys 
260 265 

<210> 1110 
<211> 318 
<212> PRT 

<213> Unknown (H38g26 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (318) 

<223> Xaa = Any Amino Acid 

<400> 1110 

Met Gly Asn Ser Asn Gin Ser Phe Met Thr Glu Phe Val Leu Leu Gly 

15 10 15 

Leu Ser Gly Tyr Pro Glu Leu Glu Ala He Tyr Phe Val Leu Val Leu 

20 25 30 

Cys Met Tyr Leu Val He Leu Leu Gly Asn Gly Val lie He He Val 

35 40 45 

Ser Val Tyr Asp Thr His Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ser Phe Leu Asp He Cys Tyr Thr Ser Ser Ser He Pro Leu 
65 70 75 80 

Phe Leu Ser Ser Phe Leu Thr Ser Lys Lys Thr He Ser Phe Ser Gly 

85 90 95 

Cys Gly Val Gin Met Phe Leu Ser Phe Ala Met Gly Ala Thr Glu Cys 

100 105 110 

Val Leu Leu Ser Met Met Ala Phe Asp Cys Tyr Val Ala He Cys Asn 

115 120 125 

Pro Leu Xaa Tyr Pro He He Met Ser Lys Ala Ser Tyr Met Ser Met 

130 135 140 

Ala Ala Gly Ser Trp He Gly Gly Gly He Asn Ser Val Leu Gin Thr 
145 150 155 160 

Ser Leu Ala Met Arg Leu Pro Phe Cys Gly Asp Asn Val He Asn His 

165 " 170 175 

Phe Thr Cys Glu He Leu Ala Val Leu Lys Leu Ala Cys Ala Asn He 

180 185 190 

Ser He Asn He He Ser Met Val Val Ala Ser Met He Phe Leu Val 

195 200 205 

Gly Pro Val Leu Phe He Phe Val Thr Tyr Val Phe He Leu Ser Thr 

210 215 220 

He Leu Arg He Pro Ser Ala Glu Gly Arg His Lys Ala Ser Ser Thr 
225 230 235 240 

Cys Ser Ala His Leu Thr Val Val He He Phe Tyr Arg Thr He Leu 

245 250 255 

Phe Met Tyr Ala Lys Pro Lys Ala Lys Asp Ser Ser Gly Ala Asp Lys 

260 265 270 

Glu Gin Val Thr Asp Lys He He Ser Leu Phe Tyr Gly Val Val Thr 

275 280 285 

Pro Met Leu Asn Pro Leu He Tyr Ser Leu Arg Asn Lys Asp Val Lys 

290 295 300 

Ala Ala Val Lys Ser He Leu Xaa Gin Lys Cys Phe Leu Glu 
305 310 315 

<210> 1111 



460 



BNSDOCID: <WO 0127158A2_L> 



WO 01/27158 



PCT7US00/27582 



<211> 329 
<212> PRT 

<213> Unknown (H38g27 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(329) 

<223> Xaa = Any Amino Acid 
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110 






Glu 


Ala 


Ala 


Glu 


He 


He 


Leu 


Leu 


Ser 


Val 


Met 


Ala 


Tyr 


Asp 


His 


Tyr 






115 










120 










125 








Val 


Ala 


He 


Arg 


Lys 


Pro 


Leu 


His 


Tyr 


Ala 


Thr 


He 


Met 


Ser 


Gin 


Pro 




130 










135 










140 










Met 


Cys 


Gly 


Phe 


Leu 


Met 


Val 


Val 


Ala 


Gly 


He 


Leu 


Gly 


Phe 


Val 


His 


145 










150 










155 










160 


Gly 


Gly 


He 


Gin 


Thr 


Leu 


Phe 


He 


Ala 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 










165 










170 










175 




Asn 


Val 


He 


Asn 


His 


Phe 


Met 


Cys 


Asp 


Leu 


Val 


Pro 


Leu 


Leu 


Glu 


Leu 








180 










185 










190 






Ala 


Cys 


Thr 


Asp 


Thr 


His 


Thr 


Leu 


Gly 


Pro 


Leu 


He 


Ala 


Ala 


Asn 


Ser 






195 










200 










205 








Gly 


Ser 


Leu 


Cys 


Phe 


Leu 


He 


Phe 


Ser 


Met 


Leu 


Val 


Ala 


Ser 


Tyr 


Val 




210 










215 










220 










He 


He 


Leu 


Cys 


Phe 


Leu 


Arg 


Thr 


His 


Ser 


Ser 


Glu 


Gly Arg Arg 


Lys 


225 










230 










235 










240 


Ala 


Leu 


Ser 


Ser 


Cys 


Ala 


Ser 


His 


He 


Phe 


He 


Val 


He 


Leu 


Phe 


Phe 










245 










250 










255 




Val 


Pro 


Phe 


Ser 


Tyr 


Leu 


Tyr 


Leu 


Arg 


Pro 


He 


His 


Ser 


Phe 


Pro 


Thr 








260 










265 










270 






Asp 


Lys 


Ala 


Val 


Thr 


Val 


Phe 


Cys 


Thr 


Leu 


Phe 


Thr 


Pro 


Met 


Leu 


Asn 






275 










280 










285 








Pro 


Leu 


He 


Tyr 


Thr 


Leu 


Lys 


Asn Lys 


Glu 


Val 


Lys 


Asn 


Val 


He 


Lys 




290 










295 










300 










Lys 


Leu 


Trp 


Lys 


Gin 


He 


Met 


Thr 


Thr 


Asp 


Asp 


Lys 


Xaa 


Val 


Leu 


Xaa 


305 










310 










315 










320 


His 


Lys 


His 


Leu 


Gly 


Lys 


Asn 


He 


Trp 

















325 



<210> 1112 
<211> 318 
<212> PRT 

<213> Unknown (H3 8g28 protein) 
<220> 
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<223> Synthetic construct 
<400> 1112 

Met Glu Trp Glu Asn His Thr lie Leu Val Glu Phe Phe Leu Lys Gly 

15 10 15 

Leu Ser Gly His Pro Arg Leu Glu Leu Leu Phe Phe Val Leu lie Phe 

20 25 30 

He Met Tyr Val Val He Leu Leu Gly Asn Gly Thr Leu He Leu He 

35 40 45 

Ser He Leu Asp Pro His Leu His Thr Pro Met Tyr Phe Phe Leu Gly 

50 55 60 

Asn Leu Ser Phe Leu Asp He Cys Tyr Thr Thr Thr Ser He Pro Ser 
65 70 75 80 

Thr Leu Val Ser Phe Leu Ser Glu Arg Lys Thr He Ser Leu Ser Gly 

85 90 95 

Cys Ala Val Gin Met Phe Leu Gly Leu Ala Met Gly Thr Thr Glu Cys 

100 105 110 

Val Leu Leu Gly Met Met Ala Phe Asp Arg Tyr Val Ala He Cys Asn 

115 120 125 

Pro Leu Arg Tyr Pro He He Met Ser Lys Asp Ala Tyr Val Pro Met 

130 135 140 

Ala Ala Gly Ser Trp He He Gly Ala Val Asn Ser Ala Val Gin Ser 
145 150 155 160 

Val Phe Val Val Gin Leu Pro Phe Cys Arg Asn Asn He He Asn His 

165 170 175 

Phe Thr Cys Glu He Leu Ala Val Met Lys Leu Ala Cys Ala Asp He 

180 185 190 

Ser Asp Asn Glu Phe He Met Leu Val Ala Thr Thr Leu Phe He Leu 

195 200 205 

Thr Pro Leu Leu Leu He He Val Ser Tyr Thr Leu He He Val Ser 

210 215 220 

He Phe Lys He Ser Ser Ser Glu Gly Arg Ser Lys Ala Ser Ser Thr 
225 230 235 240 

Cys Ser Ala His Leu Thr Val Val He He Phe Tyr Gly Thr He Leu 

245 250 255 

Phe Met Tyr Met Lys Pro Lys Ser Lys Glu Thr Leu Asn Ser Asp Asp 

260 265 270 

Leu Asp Ala Thr Asp Lys He He Ser Met Phe Tyr Gly Val Met Thr 

275 280 285 

Pro Met Met Asn Pro Leu He Tyr Ser Leu Arg Asn Lys Asp Val Lys 

290 295 300 

Glu Ala Val Lys His Leu Leu Asn Arg Arg Phe Phe Ser Lys 
305 310 315 

<210> 1113 
<211> 264 
<212> PRT 

<213> Unknown (H38g29 protein) 
<220> 

<223> Synthetic construct 
<400> 1113 

Met Val Asp Asn Leu He He Val Val Thr He Thr Thr Ser Pro Ala 

15 10 15 

Leu Asp Ser Pro Val Tyr Phe Phe Leu Ser Phe Phe Ser Phe He Asp 

20 25 30 

Gly Cys Ser Ser Ser Thr Met Ala Pro Lys Met He Phe Asp Leu Leu 

35 40 45 

Thr Glu Lys Lys Thr He Ser Phe Ser Gly Cys Met Thr Gin Leu Phe 
50 55 60 
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Val Glu His Phe Phe Gly Gly Val Glu lie He Leu Leu Val Val Met 
65 70 75 80 

Ala Tyr Asp Cys Tyr Val Ala He Cys Lys Pro Leu Tyr Tyr Leu lie 

85 90 95 

Thr Met Asn Arg Gin Val Cys Gly Leu Leu Val Ala Met Ala Trp Val 

100 105 110 

Gly Gly Phe Leu His Ala Leu He Gin Met Leu Leu He Val Trp Leu 

115 120 125 

Pro Phe Cys Gly Pro Asn Val He Asp His Phe He Cys Asp Leu Phe 

130 135 140 

Pro Leu Leu Lys Leu Ser Cys Thr Asp Thr His Val Phe Gly Leu Phe 
145 150 155 160 

Val Ala Ala Asn Ser Gly Leu Met Cys Met Leu He Phe Ser He Leu 

165 170 175 

He Thr Ser Tyr Val Leu He Leu Cys Ser Gin Arg Lys Ala Leu Ser 

180 185 190 

Thr Cys Ala Phe His He Thr Val Val Val Leu Phe Phe Val Pro Cys 

195 200 205 

He Leu Val Tyr Leu Arg Pro Met He Thr Phe Pro He Asp Lys Ala 

210 215 220 

Val Ser Val Phe Tyr Thr Val Val Thr Pro Met Leu Asn Pro Leu He 
225 230 235 240 

Tyr Thr Leu Arg Asn Thr Glu Val Lys Asn Ala Met Lys Gin Leu Trp 

245 250 255 

Ser Gin He He Trp Gly Asn Asn 
260 



<210> 1114 
<211> 312 
<212> PRT 

<213> Unknown (H38g3 0 protein) 
<220> 

<223> Synthetic construct 
<400> 1114 



Met 


Trp 


Pro 


Asn 


He 


Thr 


Ala 


Ala 


Pro 


Phe 


Leu 


Leu 


Thr 


Gly 


Phe 


Pro 


1 








5 










10 










15 




Gly 


Leu 


Glu 


Ala 
20 


Ala 


His 


His 


Trp 


He 
25 


Ser 


He 


Pro 


Phe 


Phe 
30 


Ala 


Val 


Tyr 


Val 


Cys 


He 


Leu 


Leu 


Gly 


Asn Gly Met 


Leu 


Leu 


Tyr 


Leu 


He 


Lys 






35 










40 










45 








His 


Asp 
50 


His 


Ser 


Leu 


His 


Glu 
55 


Pro 


Met 


Tyr 


Tyr 


Phe 
60 


Leu 


Thr 


Met 


Leu 


Ala 


Gly 


Thr 


Asp 


Leu 


Met 


Val 


Thr 


Leu 


Thr 


Thr 


Met 


Pro 


Thr 


Val 


Met 


65 










70 










75 










80 


Gly 


He 


Leu 


Trp 


Val 


Asn 


His 


Arg 


Glu 


He 


Ser 


Ser 


Val 


Gly Cys 


Phe 










85 










90 










95 




Leu 


Gin 


Ala 


Tyr 
100 


Phe 


He 


His 


Ser 


Leu 
105 


Ser 


Val 


Val 


Glu 


Ser 
110 


Gly 


Ser 


Leu 


Leu 


Ala 
115 


Met 


Ala 


Tyr 


Asp 


Arg 
120 


Phe 


He 


Ala 


He 


Arg 
125 


Asn 


Pro 


Leu 


Arg 


Tyr 


Ala 


Ser 


He 


Phe 


Thr 


Asn 


Thr 


Arg 


Val 


He 


Ala 


Leu 


Gly Val 




130 










135 










140 










Gly 


Val 


Phe 


Leu 


Arg 


Gly 


Phe 


Val 


Ser 


He 


Leu 


Pro 


Val 


He 


Leu 


Arg 


145 










150 










155 










160 


Leu 


Phe 


Ser 


Phe 


Ser 
165 


Tyr 


Cys 


Lys 


Ser 


His 
170 


Val 


He 


Thr 


Arg 


Ala 
175 


Phe 


Cys 


Leu 


His 


Gin 
180 


Glu 


He 


Met 


Arg 


Leu 
185 


Ala 


Cys 


Ala 


Asp 


He 
190 


Thr 


Phe 


Asn 


Arg 


Leu 


Tyr 


Pro 


Val 


He 


Leu 


He 


Ser 


Leu 


Thr 


He 


Phe 


Leu 


Asp 
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195 200 205 

Ser Leu He He Leu Phe Ser Tyr lie Leu He Leu Asn Thr Val He 

210 215 220 

Gly He Ala Ser Gly Glu Glu Arg Ala Lys Ala Leu Asn Thr Cys He 
225 230 235 240 

Ser His He Ser Cys Val Leu He Phe Tyr Val Thr Val Met Gly Leu 

245 250 255 

Thr Phe He Tyr Arg Phe Gly Lys Asn Val Pro Glu Val Val His He 

260 265 270 

He Met Ser Tyr lie Tyr Phe Leu Phe Pro Pro Leu Met Asn Pro Val 

275 280 285 

He Tyr Ser He Lys Thr Lys Gin He Gin Tyr Gly He He Arg Leu 

290 295 300 

Leu Ser Lys His Arg Phe Ser Arg 
305 310 

<210> 1115 
<211> 285 
<212> PRT 

<213> Unknown (H38g31 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (285) 

<223> Xaa = Any Amino Acid 

<400> 1115 

Asp Thr Glu Pro Gin Asn Leu Thr Ala Val Ser Glu Phe Leu Leu Leu 

1 5 10 15 

Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro He Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Tyr Leu Val Thr Val Leu Gly Asn Leu Leu He He Leu 

35 40 45 

Ala He Gly Ser Asp Ser His Leu Asp Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp He Gly Phe Thr Ser Ala Thr Val Pro 
65 70 75 80 

Lys Met He Glu Glu Met Gin Ser His Ser Arg Val He Tyr His Gly 

85 90 95 

Asp Cys Leu Thr Gin Met Ser Phe Phe Val Leu Phe Ala Cys Lys Asp 

100 105 110 

Asp Met He Leu Thr Val Met Ala Tyr Asp Trp Phe Val Ala He Cys 

115 120 125 

His Pro Leu Asn Tyr Pro Gly lie Met Asn Pro His Leu Cys Val Leu 

130 135 140 

Leu Val Leu Val Pro Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His 
!45 150 155 160 

Asn Leu He Val Leu Gin Phe He Cys Phe Lys Asn Val Glu He Ser 

165 170 175 

Asn Phe Phe Cys Asp Pro Phe Gin Arg Leu Asn Leu Ala Cys Ser Asp 

180 185 190 

Ser Asp He Asn Asn He Tyr He Tyr Leu Asp Ser Thr He Phe Gly 

195 200 205 

Phe Leu Arg He Ser Gly He Leu Leu Cys Tyr Tyr Thr Val Val Phe 

210 215 220 

Pro He Leu Arg He Pro Ser Ser Asp Gly Asn Tyr Lys Ala Phe Ser 
225 230 235 240 

Thr Xaa Gly Ser Arg Leu Ala Val Val Cys Leu Phe Tyr Gly Thr Gly 
245 250 255 
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lie Gly Val Tyr Leu Thr Ser Ala Val 
260 265 
Val Val Ala Ser Val Met Tyr Ala Val 
275 280 

<210> 1116 
<211> 317 
<212> PRT 

<213> Unknown (H38g32 protein) 
<220> 

<223> Synthetic construct 



<400> 1116 



Plct 
1 


pi,, 


Glu 


He 


Asn 
c 


Gin 


Thr 


Leu 


Val 


X 

Leu 


Ser 


Gly Tyr 


Pro 


Lys 


Tip 
lie 


Glu 


He 








jL u 










25 


vai 


Mec 


Tyr 


Leu 


v ax 


Tip 


Leu 


Tip 
11" 


oiy 






3d 










40 




oer 


lie 


Pne 


Asp 


Cor 


nib 


rile 


mo 


Thr 




















Asn 


r /-m i 

Leu 


Ser 


pne 


Leu 


Asp 


1 -U 




Ayi 


c c 
Oj 


















rnr 


T All 

Leu 


vai 


Ser 


Leu 


Tip 

lie 


oer 


Lys 


Lys 










OJ 










Cys 


Aid 


vai 


Lr±n 




rile 




i^iy 


Phe 






100 










105 


Leu 


Leu 


Leu 


Gly 


Mot- 
lit; u 




Ala 


Phe 


Asp 






115 










120 




Pro 


Leu 


Arg 


Tyr 


Pro 


He 


He 


Leu 


Ser 




130 










135 






Ala 


Ser 


Val 


Ser 


Trp 


Leu 


Ser 


Gly 


Gly 


145 










150 








Leu 


Leu 


Ala 


Met 


Arg 


Leu 


Pro 


Phe 


Cys 










165 










Phe 


Ala 


Cys 


Glu 


He 


Leu 


Ala 


Val 


Leu 








180 










185 


Ser 


Leu 


Asn 


He 


He 


Thr 


Met 


Val 


He 






195 










200 




Leu 


Pro 


Leu 


Met 


Val 


He 


Phe 


Phe 


Ser 




210 










215 






lie 


Leu 


Gin 


Met 


Asn 


Ser 


Ala 


Thr 


Gly 


225 










230 








Cys 


Ser 


Ala 


His 


Leu 


Thr 


Val 


Val 


He 










245 










Phe 


Met 


Tyr 


Ala 


Lys 


Pro 


Lys 


Ser 


Gin 








260 










265 


Leu 


Gin 


Ala 


Leu 


Asp 


Lys 


Leu 


He 


Ser 






275 










280 




Pro 


Met 


Leu 


Asn 


Pro 


He 


Leu 


Tyr 


Ser 




290 










295 






Ala 


Ala 


Val 


Lys 


Tyr 


Leu 


Leu 


Asn 


Lys 



305 310 

<210> 1117 
<211> 309 
<212> PRT 

<213> Unknown (H38g33 protein) 
<220> 
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Ser 


Ser 


Ser 


Pro 


Arg 


Asn 


Asp 










270 






Val 


Val 


Thr 


Pro 














285 








Ser 


Glu 


Phe 


Leu 


Leu 


Leu 


Gly 


10 










15 




Val 


Tyr 


Phe 


Ala 


Leu 


He 


Leu 










30 






Asn 


Gly 


Val 


Leu 


He 


He 


Ala 








45 








Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly 






60 










Thr 


Ser 


Ser 


Ser 


Val 


Pro 


Ser 




75 










80 


Arg 


Asn 


He 


Ser 


Phe 


Ser 


Gly 


90 










95 




Ala 


Met 


Gly 


Ser 


Thr 


Glu 


Cys 










110 






Arg 


Tvr 


Val 


Ala 


He 


Cys 


Asn 








125 








Lys 


Val 


Ala 


Tyr 


Val 


Leu 


Met 






140 










He 


Asn 


Ser 


Ala 


Val 


Gin 


Thr 




155 










160 


Gly 


Asn 


Asn 


He 


He 


Asn 


His 


170 










175 




Lvs 


Leu 


Ala 


Cys 


Ala 


Asp 


He 










190 






Ser 


Asn 


Met 


Ala 


Phe 


Leu 


Val 








205 








Tvr 


Met 


Phe 


He 


Leu 


Tyr 


Thr 






220 










Arg 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 




235 










240 


He 


Phe 


Tyr 


Gly 


Thr 


He 


Phe 


250 
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Leu 


He 


Gly 


Glu 


Glu 


Lys 










270 






Leu 


Phe 


Tyr 


Gly 


Val 


Val 


Thr 








285 








Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 






300 










Lys 


Pro 


He 


His 










315 
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<223> Synthetic construct 



<400> 1117 





V3-L_y 
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Leu 
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X 
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225 
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240 
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Val 


He 


Thr 


Val 


Leu 


Leu 
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Leu 


Met 
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Pro 


Met 
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Met 


Tyr 










245 
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He 


Arg 
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Thr 


Thr 
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Ala 


Asp 
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He 


He 
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270 






Asn 


He 


Val 
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Pro 
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Asn 


Pro 
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He 


Tyr 


Thr 


Leu 


Arg 
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285 
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Asn 
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Asn 
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Arg 
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305 



<210> 1118 
<211> 329 
<212> PRT 

<213> Unknown (H38g34 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (329) 

<223> Xaa = Any Amino Acid 

<400> 1118 

Ala Thr Cys His Leu Xaa Thr His Asn Ala Ala Pro Phe Leu Leu Pro 

15 10 15 

Gly Phe Ser Val Leu Glu Ala Thr Tyr His Ser He Ser He Pro Phe 
20 25 30 
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Phe Ala Val Tyr 
35 

Leu lie Lys His 
50 

Ala Thr Leu Arg 
65 

Val Met Gly Val 

Cys Phe Leu Gin 
100 

Ser Gly lie Leu 
115 

Met Leu Leu Arg 
130 

Glu Leu Trp Leu 
145 

Leu Pro Leu His 

Thr Phe Phe Leu 
180 

Thr Phe Asn His 
195 

Leu Asp Ala Leu 
210 

Val He Gly He 

225 

Cys Val Ser His 

Ser Glu Thr Phe 
260 

His lie Thr Val 
275 

Pro He He Tyr 
290 

Arg Leu Phe Ser 
305 

Cys Asp Leu His 



Val Cys Val Leu 
40 

Asp His Ser Leu 
55 

Gin Asp Leu Met 
70 

Leu Trp Met Asn 
85 

Val Tyr He He 

Leu Ser Met Ala 
120 

Tyr Asn Ser He 
135 

Phe Met Arg Asp 
150 

Cys Phe Pro Tyr 
165 

His Gin Asp Val 

Leu Tyr Pro Ala 
200 

He He Val Phe 
215 

Ala Ser Arg Lys 
230 

He Ser Cys Val 
245 

He His Arg Phe 

Ser Tyr Asp Ser 
280 

Ser He Lys Thr 
295 

Gly His Arg Met 
310 

Asp Phe Trp Ala 
325 



Leu Gly Asn Gly 

His Glu Pro Met 
60 

Val Lys Leu Thr 
75 

His Lys Glu Val 
90 

His Ser His Tyr 
105 

Tyr Asp Arg Phe 

Ser Thr Lys Ser 
140 

Phe Leu Ser Leu 
155 

Cys His Ser His 
170 

Leu Lys Leu Ala 
185 

He Leu Val Ala 

Ser Tyr He Leu 
220 

Glu Gin Ala Lys 
235 

Leu Val Phe His 
250 

Gly Lys His Ala 
265 

Phe Leu Phe Pro 

Lys Gin He Gin 
300 

Ala Xaa Ala Leu 
315 

Phe 



Lys Leu Leu Tyr 
45 

Tyr Cys Phe Leu 

Met Met Pro Thr 
80 

He His Gly Ala 
95 

Pro Leu Ala Glu 
110 

He He He His 
125 

Trp Val Lys He 

Val Pro Pro He 
160 

Val Leu Phe His 
175 

Cys Ala Asp He 
190 

Leu He Phe Phe 
205 

He Leu Lys Thr 

Ala Leu Asn Met 
240 

He Thr Val He 
255 

Pro His Val Val 
270 

Pro Phe Met Asn 
285 

Arg Ser He Val 

Phe Ser Glu Phe 
320 



<210> 1119 
<211> 296 
<212> PRT 

<213> Unknown (H3 8g35 protein) 
<220> 

<223> Synthetic construct 



<400> 1119 
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He Leu Asp 


He 


Leu 
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Val 


Leu 


Ala 
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Leu Gly 


Ser 


Arg 




50 










55 
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Lys 


Thr 


He 


Ser 


Phe 


Ala 


Gly Cys 


He 


Thr 


Gin 


Cys Tyr 


Phe 


Tyr 
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Phe 


Phe 


Leu 


Gly 


Thr 


Val 


Glu 


Phe 


Leu 


Leu 


Leu 


Thr 


Val Met 


Ser 


Tyr 
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90 








95 
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Cys 


Tyr 


Ala 


Ala 


He 


Cys 


Cys 


Pro 


Leu 


Arg 


Tyr 


Thr Thr 


He 


Met 
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100 










105 










110 






Arg 


IT X U 




VGA 




lie Gly Thr Val 


vai 


r lie 


Ser 


Trp 


Val 


Gly Gly 
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120 
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Leu 
130 


Ser 


Val 
Val 


Leu 
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135 


i nr 


lie 
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OeX 

140 
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Leu 


Pro 
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Cys 


K3±y 
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Asn 


lie 
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Asn 
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rne 
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Cys 


Asp 


Ser Gly 


Pro 


Leu 


145 
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A 1 o 

Ala 
X / vi 


116 
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Leu 
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175 
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Mot- 


Leu 
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Del 

180 


Mot- 
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Leu 


Cys 
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Cys 
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Val 
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Val 
190 


Ala 
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1 11 XT 
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Pro 
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<210> 1120 
<211> 310 
<212> PRT 

<213> Unknown (H38g36 protein) 
<220> 

<223> Synthetic construct 



<400> 1120 
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Ser 


Glu 


Ala 
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Leu 
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Val 
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He 


Trp 
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Asp 
50 
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Ser 


Leu 
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Glu 
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Pro 


Met 


Tyr 


Tyr 


Phe 
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Leu 
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Leu 
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Met 
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Thr 
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Met 
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Val 
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Val 
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He 
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Arg 
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Leu 
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Val 


Met 
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He 
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Met 
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He 
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Leu 
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Asp 
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Val 
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Ala 
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His 
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Thr 


Ser 
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Thr 


Val 


Phe 


Leu Asp Ala 



195 200 205 
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Leu 


He 
210 


He 


He 


Phe 


Ser 


Tyr 
215 


He 


Leu 


He 
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Thr 
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Ser 
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Glu 


Glu 


Ala 


Lys 


Ser 


Leu 
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Val 
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230 










235 










240 


His 


He 


Ser 


Cys 


Val 
245 


Leu 


Val 


Phe 


His 


lie 
250 


Thr 


Val 


Met 


Gly 


Leu 
255 


Ser 


Phe 


lie 


His 


Arg 
260 


Phe 


Gly 
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Pro 
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Val 
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He 
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Lys 
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Ser 
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<210> 1121 
<211> 332 
<212> PRT 

<213> Unknown (H38g37 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (332) 

<223> Xaa = Any Amino Acid 



<400> 1121 
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He 
165 


Val 


Leu 


Gin 


Phe 


Thr 
170 


lie 


Phe 


Lys 


Asn 


Val 
175 


Glu 


He 


Ser 


Asn 


Phe 
180 


Val 
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Asp 
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Ser 
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Lys 
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Ser 


Asp 
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195 


Val 


He 
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Ser 


He 
200 
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He 


Tyr 


Phe 


Asp 
205 


Ser 


Thr 


Met 


Phe 


Gly 
210 


Phe 
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Pro 


He 


Ser 
215 


Gly 


He 


Leu 


Trp 


Ser 
220 


Tyr 
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Lys 


He 


Val 
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Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Gly 
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Tyr 


Lys 


Ala 
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Cys 


Gly 
245 


Ser 


His 
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Ala 


Val 
250 


Val 
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255 


Arg 


Thr 


Gly 


He 


Gly 


Met 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 
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Arg 
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260 265 270 

Asn Gly Val Val Ala Ser Leu lie Tyr Ala Val Val Thr Pro Met Leu 

275 280 285 

Asn Leu Phe lie Tyr Ser Leu Arg Asn Arg Asp lie Gin Ser Ala Leu 

290 295 300 

Arg Arg Leu Leu Ser Arg Thr Val Glu Ser His Asp Leu Phe His Pro 
305 310 315 320 

Phe Ser Trp Trp Val Arg Lys Gly Asn His lie Lys 
325 330 

<210> 1122 
<211> 310 
<212> PRT 

<213> Unknown (H38g38 protein) 
<220> 

<223> Synthetic construct 
<400> 1122 

Met Gly Asp Asn He Thr Ser He Arg Glu Phe Leu Leu Leu Gly Phe 

15 10 15 

Pro Val Gly Pro Arg He Gin Met Leu Leu Phe Gly Leu Phe Ser Leu 

20 25 30 

Phe Tyr Val Phe Thr Leu Leu Gly Asn Gly Thr He Leu Gly Leu He 

35 40 45 

Ser Leu Asp Ser Arg Leu His Ala Pro Met Tyr Phe Phe Leu Ser His 

50 55 60 

Leu Ala Val Val Asp He Ala Tyr Ala Cys Asn Thr Val Pro Arg Met 
65 70 75 80 

Leu Val Asn Leu Leu His Pro Ala Lys Pro He Ser Phe Ala Gly Arg 

85 90 95 

Met Met Gin Thr Phe Leu Phe Ser Thr Phe Ala Val Thr Glu Cys Leu 

100 105 110 

Leu Leu Val Val Met Ser Tyr Asp Leu Tyr Val Ala He Cys His Pro 

115 120 125 

Leu Arg Tyr Leu Ala lie Met Thr Trp Arg Val Cys He Thr Leu Ala 

130 135 140 

Val Thr Ser Trp Thr Thr Gly Val Leu Leu Ser Leu He His Leu Val 
145 150 155 160 

Leu Leu Leu Pro Leu Pro Phe Cys Arg Pro Gin Lys He Tyr His Phe 

165 170 175 

Phe Cys Glu He Leu Ala Val Leu Lys Leu Ala Cys Ala Asp Thr His 

180 185 190 

He Asn Glu Asn Met Val Leu Ala Gly Ala He Ser Gly Leu Val Gly 

195 200 205 

Pro Leu Ser Thr He Val Val Ser Tyr Met Cys He Leu Cys Ala He 

210 215 220 

Leu Gin lie Gin Ser Arg Glu Val Gin Arg Lys Ala Phe Arg Thr Cys 
225 230 235 240 

Phe Ser His Leu Cys Val He Gly Leu Val Tyr Gly Thr Ala He He 

245 250 255 

Met Tyr Val Gly Pro Arg Tyr Gly Asn Pro Lys Glu Gin Lys Lys Tyr 

260 265 270 

Leu Leu Leu Phe His Ser Leu Phe Asn Pro Met Leu Asn Pro Leu He 

275 280 285 

Cys Ser Leu Arg Asn Ser Glu Val Lys Asn Thr Leu Lys Arg Val Leu 

290 295 300 

Gly Val Glu Arg Ala Leu 
305 310 

<210> 1123 
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<211> 323 
<212> PRT 

<213> Unknown (H38g39 protein) 
<220> 

<2 23> Synthetic construct 

<221> VARIANT 

<222> (1)...(323) 

<223> Xaa = Any Amino Acid 



<400> 1123 
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Val 
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Cys 


Val 


Phe 


Leu 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


His 
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He 


Val 
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Gin 
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Thr 
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Val 
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He 
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180 
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Ser 


Gin 


Leu 
185 


Leu 


Asn 


Leu 
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Cys 
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Ser 
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Ser 


Val 


He 
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He 


He 


Phe 


He 


Tyr Leu 


Asp 


Ser 


Thr 


Met 


Phe 


Gly 
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Pro 


He 


Ser Gly 


He 


Leu 


Leu 


Ser 


Tyr 


Tyr 
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He 


Val 


Pro 
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He 


Leu 


Arg 


Met 


Ser 
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Ser 


Asp 


Val 
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Tyr 


Lys 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 
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His 


Leu 


Ala 


Val 
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Cys 


Leu 


Phe 


Tyr 


Gly Ala 


Gly 










245 










250 










255 




He 


Gly 


Val 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 


Ser 


Gly Asn 


Gly 








260 










265 










270 






Val 


Val 


Ala 
275 


Ser 


Val 


Met 


Tyr 


Thr 
280 


Val 


Val 


Thr 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn Arg Asp 


He 


Gin 


Ser 


Ala 


Pro 


Trp Arg 




290 










295 
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Leu 


Arg 


Ser 


Thr 


Thr 


Val 


Glu 


Ser 


Pro 


Xaa 


Ser 


Leu 


Pro 


Ser 


Phe 


Phe 
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<210> 1124 
<211> 320 
<212> PRT 

<213> Unknown (H38g40 protein) 
<220> 
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<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (320) 

<223> Xaa = Any Amino Acid 

<400> 1124 

His Thr Glu Pro Gin Asn Leu Thr Gly Val Xaa Glu Phe Leu Leu Leu 

15 10 15 

Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro lie Leu Ala Gly Leu Ser 

20 25 30 

Leu Ser Met Tyr Leu Val Thr Val Leu Arg Asn Leu Leu lie lie Leu 

35 40 45 

Ala Val Ser Ser Asp Pro His Leu His Thr Pro Met Cys Phe Phe Leu 

50 55 60 

Ser Asn Leu Cys Trp Ala Asp lie Gly Phe Thr Leu Ala Thr Val Pro 
65 70 75 80 

Lys Met He Val Asp Met Gin Ser His Thr Arg Val He Ser Tyr Glu 

85 90 95 

Gly Cys Leu Thr Arg He Ser Phe Leu Val Leu Phe Ala Cys He Glu 

100 105 110 

Asp Met Leu Leu Thr Val Met Ala Tyr Asp Cys Phe Val Ala He Cys 

115 120 125 

Arg Pro Leu His Tyr Pro Val He Val Asn Pro His Leu Cys Val Phe 

130 135 140 

Phe Leu Leu Val Tyr Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His 
145 150 155 160 

Ser Trp He Val Leu Gin Phe Thr He He Lys Asn Val Glu He Ser 

165 170 175 

Asn Phe Val Cys Asp Pro Ser Gin Leu Leu Lys Leu Ala Cys Ser Asp 

180 185 190 

Ser Val He Asn Ser He Phe Met Tyr Phe His Ser Thr Met Phe Gly 

195 200 205 

Phe Leu Pro He Ser Gly He Leu Leu Ser Tyr Tyr Lys He Val Pro 

210 215 220 

Ser He Leu Arg He Ser Ser Ser Asp Gly Lys Tyr Lys Ala Phe Ser 
225 230 235 240 

Thr Cys Gly Ser His Leu Ala Val Val Cys Xaa Phe Tyr Gly Thr Gly 

245 250 255 

He Gly Val Tyr Leu Thr Ser Ala Val Ser Pro Pro Pro Arg Asn Gly 

260 265 270 

Val Val Ala Ser Val Met Tyr Ala Val Val Thr Pro Met Leu Asn Leu 

275 280 285 

Phe He Tyr Ser Leu Arg Asn Arg Asp He Gin Ser Ala Leu Arg Arg 

290 295 300 

Leu Leu Ser Arg Thr Val Glu Ser His Asp Leu Phe His Pro Phe Ser 
305 310 315 320 

<210> 1125 
<211> 327 
<212> PRT 

<213> Unknown (H3 8g41 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(327) 

<223> Xaa = Any Amino Acid 

<400> 1125 
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Ser Thr Asp Xaa Gin Ser Leu Thr Gly Val Ser lie Phe Leu Leu Leu 

15 10 15. 

Glu Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Lys Val Leu Gly Asn Leu Leu He He Leu 

35 40 45 

Ala He Ser Pro Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp lie Gly Phe Thr Ser Thr Met Val Pro 
65 70 75 80 

Lys Met He Val Asp He Gin Ser His Ser Arg Val He Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Leu Phe Ala He Phe Gly Gly Met Glu 

100 105 110 

Glu Asn Met Leu Leu Ser Val Met Ala Tyr Asp Arg Phe Val Ala He 

115 120 125 

Cys His Pro Leu Tyr His Ser Ala He Met Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Leu Val Leu Leu Ser Phe Phe Leu Ser Phe Ser Gin Leu His Asn 
145 150 155 160 

Leu He Ala Leu Lys Met Thr Cys Phe Lys Asn Val Gly He Pro Asn 

165 170 175 

Phe Leu Cys Asp Pro Ser Gin Leu Pro His Leu Thr Cys Cys Asp Thr 

180 185 ~ 190 

Phe Thr Asn His He He Met Tyr Phe Pro Ala Ala lie Phe Gly Phe 

195 200 205 

Leu Pro He Ser Gly Thr Leu Phe Ser Tyr His Val lie Val Ser Ser 

210 215 220 

He Leu Arg Val Ser Ser Ser Arg Gly Arg Cys Lys Ala Phe Ser His 
225 230 235 240 

Leu Xaa Val Val Cys Xaa Tyr Tyr Gly Thr Gly Phe Gly Gly Tyr Leu 

245 250 255 

Ser Ser Asp Val Ser Ser Ser Leu Arg Lys Ala Ala Val Ala Ser Val 

260 265 270 

Met Tyr Met Val Val Thr Pro Met Leu Asn Pro Phe He Tyr Ser Leu 

275 280 285 

Arg Asn Arg Asp He Lys Ser Val Val Gin Arg Pro His Gly Ser Thr 

290 295 300 

Val Xaa Ser Gin Tyr Leu Leu He Cys Ser He Pro Phe Val Val Trp 
305 310 315 320 

Val Lys Lys Gly Ser Lys Val 
325 

<210> 1126 
<211> 313 
<212> PRT 

<213> Unknown (H3 8g42 protein) 
<220> 

<223> Synthetic construct 
<400> 1126 

Met Gly Asn Trp Ser Thr Val Thr Glu He Thr Leu He Ala Phe Pro 

15 10 15 

Ala Leu Leu Glu He Arg He Ser Leu Phe Val Val Leu Val Val Thr 

20 25 30 

Tyr Thr Leu Thr Ala Thr Gly Asn He Thr He He Ser Leu He Trp 

35 40 45 

He Asp His Arg Leu Gin Thr Pro Met Tyr Phe Phe Leu Ser Asn Leu 

50 55 60 

Ser Phe Leu Asp He Leu Tyr Thr Thr Val He Thr Pro Lys Leu Leu 
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70 










75 










O V-* 


Ala 


Cys 


Leu 


Leu Gly Glu 


ulU 


Lys 


Thr 


He 


Ser 


rne 


nla 


Gly Cys 


Mot- 
wet 










85 










90 










95 




He 


Gin 


Thr 


Tyr 


Phe 


Tyr 


rne 


rne 


Leu 


Gly Thr 


Val 


Pi,, 


If 11X2 


Tip 

-Lit; 


Leu 








100 










105 










110 






Leu 


Ala 


Val 
115 


wet. 


Ser 


Phe 


Asp 


Arg 
120 


Tyr 


Met 


Ala 


lie 


Cys 
125 


Asp 


D -r* 


Leu 


HIS 


Tyr 


Thr 


val 


He 


Met 


Asn 


Ser 


Arg Ala 


Cys 


Leu 


Leu 


Leu 


Vol 


Leu 




130 










135 










140 










C»ly 


Cys 


Trp 


vai 


Gly Ala 


pne 


Leu 


Ser 


Val 


Leu 


rne 


Pro 


i nr 


Tip 

lie 


vai 


145 










150 










155 










160 


val 


Thr 


Arg 


Leu 


Pro 
165 


Tyr 


Cys 


Arg 


Lys 


Glu 
170 


lie 


Asn 


X1J.S 




175 


Cys 




lie 


Ala 


Pro 
180 


Leu 


Leu 


Gin 


vai 


Ala 
lob 


Cys 


Tl . 

He 


Asn 


inr 


HI S 

190 


Leu 


lie 


GlU 


Lys 


He 
195 


Asn 


Phe 


Leu 


Leu 


Ser 
200 


Ala 


Leu 


Val 


lie 


Leu 
205 


£>er 


Ser 


Leu 


Ala 


Pne 
210 


Thr 


Thr 


Gly 


Ser 


Tyr 
215 


Val 


Tyr 


He 


He 


ber 
220 


Tnr 


lie 


Leu 


Arg 


He 


Pro 


Ser 


Thr Gin Gly Arg 


Gin 


Lys 


Ala 


Phe 


ser 


Tnr 


Cys 


Aid 


Ser 


225 










230 










235 










240 


His 


He 


Thr 


Val 


Val 
245 


Ser 


He 


A "I -i 

Ala 


His 


Gly 
250 


Ser 


Asn 


lie 


Phe 


Val 
255 


Tyr 


Val 


Arg 


Pro 


Asn 
260 


Gin 


Asn 


Ser 


Ser 


Leu 
265 


Asp 


Tyr 


Asp 


Lys 


Val 
270 


Ala 


Ala 


Val 


Leu 


He 
275 


Thr 


Val 


Val 


Thr 


Pro 
280 


Leu 


Leu 


Asn 


Pro 


Phe 
285 


He 


Tyr 


Ser 


Leu 


Arg 
290 


Asn 


Glu 


Lys 


Val 


Gin 
295 


Glu 


Val 


Leu 


Arg 


Glu 
300 


Thr 


Val 


Asn 


Arg 


He 


Met 


Thr 


Leu 


He 


Gin 


Arg 


Lys 


Thr 

















305 310 



<210> 1127 
<211> 247 
<212> PRT 

<213> Unknown (H3 8g43 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (247) 

<223> Xaa = Any Amino Acid 



<400> 1127 



Met 


Gly 


Asn 


He 


Asn 


He 


Ser 


Leu 


Glu 


Asn 


Tyr 


Phe 


He 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Ser 


Asn 


Xaa 
20 


Pro 


Pro 


Leu 


Glu 


He 
25 


Val 


He 


Phe 


Val 


Val 
30 


Leu 


Leu 


He 


Phe 


Cys 


Phe 


Met 


Thr 


Leu 


He 


Gly Lys 


Leu 


Phe 


Ser 


He 


He 


Leu 






35 










40 










45 








Ser 


Tyr 
50 


Leu 


Asp 


Ser 


His 


Pro 
55 


His 


Thr 


Pro 


Arg 


Tyr 
60 


Leu 


Phe 


Ser 


Phe 


Leu 


Asp 


Phe 


Cys 


Tyr 


Thr 


He 


Ser 


Ser 


He 


Phe 


Xaa 


Leu 


Gin 


Tyr 


Asn 


65 










70 










75 










80 


Leu 


Trp 


Gly 


Pro 


Gin 


Lys 


Asn 


He 


Ser 


Tyr 


Ala 


Ser Gly 


Met 


He 


Gin 










85 










90 










95 




He 


Tyr 


Phe 


Val 
100 


Leu 


Thr 


Leu 


Gly 


Thr 
105 


Met 


Asp 


Cys 


Ala 


Leu 
110 


Leu 


Val 


Val 


Met 


Ser 
115 


Arg 


Thr 


Val 


Tyr 


Ala 
120 


Ala 


Gly 


His 


Arg 


His 
125 


Leu 


Pro 


Tyr 
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Thr Val 


Val 


Met 


Ala 


Val 


Ala 


Phe 


Trp 


Val 


Ser 


Ser 


Phe 


Thr 


Asn 


Ser 


130 










135 










140 










Ala Phe 


Asp 


Ser 


Phe 


Phe 


Thr 


Phe 


Trp 


Val 


Thr 


Leu 


Cys 


Gly 


His 


His 


145 






150 










155 










160 


Tyr Tyr 


Ala 


Tyr 


He 


Phe 


He 


Phe 


Thr 


Ser 


Leu 


Leu 


Val 


Xaa 


Arg 


Trp 






165 










170 










175 




Phe lie 


Asn 


Arg 


Lys 


Lys 


Gin 


Ser 


Val 


Phe 


Ser 


Leu 


Asn 


His 


Ala 


Ala 






180 










185 










190 






Leu Leu 


Thr 


Leu 


ser 


Pne 


Pro 


Leu 


Ada 


Asn 


Asp 


Cys 


p"h o 


Gin 


Glu 


He 




195 










200 










205 








Glu Lys 


Asn 


Met 


Leu 


Arg 


Lys 


His 


Ser 


He Gly 


Glu 


Cys 


Xaa 


Lys 


His 


210 










215 










220 










Val Met 


Leu 


Val 


Gin 


Leu 


Asn 


Gin 


Val 


Ser 


Lys 


Thr 


Cys 


He 


Phe 


Met 


225 








230 










235 










240 


Arg Pro 


lie 


Leu 


Gly 


Asn 


Ser 


























245 
























<210> 1128 




























<211> 316 




























<212> PRT 




























<213> Unknown (H38g44 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (316) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1128 




























Asp lie 


Gin 


Asn 


Gin 


Thr 


Thr 


Val 


Thr 


Glu 


Phe 


Thr 


Leu 


Thr 


Ala 


Phe 


1 






5 










10 










15 




Pro Val 


Leu 


Gin 


Gin 


Leu 


Gin 


He 


Ser 


Leu 


Leu 


Ala 


Val 


Leu 


Trp 


Phe 






20 










25 










30 






Thr Tyr 


Met 


Leu 


Thr 


Leu 


Thr 


Gly Asn 


Val 


Ala 


He 


He 


Ser 


Leu 


Thr 




35 










40 










45 








Trp Ala 


Asn 


His 


Arg 


Leu 


Gin 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


50 










55 










60 










Trp Ser 


He 


Trp 


Asp 


He 


Phe 


Phe 


Thr 


Thr 


Ser 


Val 


He 


Pro 


Lys 


Leu 


65 








70 










75 










80 


Leu Ala 


Cys 


Leu 


Leu 


Gin 


Asp 


Lys 


Lys 


Thr 


He 


Ser 


Leu 


Ala 


Gly 


Cys 








85 










90 










95 




lie Thr 


Gin 


Thr 


Tyr 


Phe 


Leu 


Gly Phe 


Leu 


Gly 


Thr 


Val 


Glu 


Phe 


He 






100 










105 










110 






Leu Trp 


Ala 


Val 


Met 


Ser 


Phe 


Asp 


Cys 


Tyr 


Val 


Ala 


He 


Cys 


Asp 


Pro 




115 










120 










125 








Leu His 


Tyr 


Thr 


He 


He 


Met 


Asn 


Ser 


Arg 


Ala 


Cys 


Leu 


Leu 


Leu 


Val 


130 










135 










140 










Leu Gly 


Cys 


Trp 


Val 


Gly 


Ala 


Phe 


Leu 


Ser 


Val 


Leu 


Cys 


Pro 


Thr 


He 


145 








150 










155 










160 


Val Val 


Ser 


Arg 


Leu 


Pro 


Phe 


Cys 


Tyr 


Lys 


Glu 


He 


Ser 


His 


Phe 


Phe 








165 










170 










175 




Cys Asp 


He 


Thr 


Pro 


Leu 


Leu 


His 


Val 


Ser 


Cys 


He 


Asp 


Thr 


His 


Phe 




180 










185 










190 






lie Glu 


Met 


He 


Asn 


Phe 


Leu 


Leu 


Ser 


Ser 


Leu 


He 


Leu 


Leu 


Thr 


Ser 




195 










200 










205 








Leu Val 


Leu 


Thr 


Thr 


Val 


Ser 


Tyr 


He 


Tyr 


He 


He 


Ser 


Thr 


He 


Leu 


210 










215 










220 










His lie 


Pro 


Ser 


Ala 


Gin 


Gly 


Arg Arg 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Ala 


225 








230 










235 










240 


Ser His 


He 


Thr 


Val 


He 


Ser 


He 


Ala 


Tyr 


He 


Ser 


Asn 


He 


Phe 


Arg 
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245 250 255 

Tyr Val Arg Pro Ser Gin Ser His Ser Met Gly Phe Asp Lys Val Thr 

260 265 270 

Ala Val Pro Thr Met Val Thr Pro Leu Leu Asn Pro Phe Thr Tyr Ser 

275 280 285 

Leu Arg Asn Glu Lys Val Lys Ala Val Leu Lys Glu Ala Val Ser Lys 

290 295 300 

lie Met Ser Ser Trp His Arg Arg Thr Xaa Asn Phe 
305 310 315 

<210> 1129 
<211> 310 
<212> PRT 

<213> Unknown <H38g45 protein) 
<220> 

<223> Synthetic construct 



<400> 1129 



Met 


Glu 


Pro 


Gin 


Asn 


Thr 


Thr 


Gin 


Val 


Ser 


Met 


Phe 


Val 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Phe 


Ser 


Gin 


Thr 


Gin 


Glu 


Leu 


Gin 


Lys 


Phe 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 








20 










25 










30 






Leu 


Val 


Tyr 


Val 


Thr 


Thr 


He 


Val 


Gly 


Asn 


Leu 


Leu 


He 


Met 


Val 


Thr 






35 










40 










45 








Val 


Thr 


Phe 


Asp 


Cys 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Arg 




50 










55 










60 










Asn 


Leu 


Ala 


Leu 


He 


Asp 


Leu 


Cys 


Tyr 


Ser 


Thr 


Val 


Thr 


Ser 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Val 


Asp 


Phe 


Leu 


His 


Glu 


Thr 


Lys 


Thr 


He 


Ser 


Tyr 


Gin 


Gly 










85 










90 










95 




Cys 


Met 


Ala 


Gin 


He 


Pne 


Pne 


Phe 


His 


Leu 


Leu Gly Gly 


Gly 


rnr 


val 








100 










105 










110 






Phe 


Phe 


Leu 


Ser 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


He 


Ala 


He 


Ser 


Gin 






115 










120 










125 








Pro 


Leu 


Arg 


Tyr 


Val 


Thr 


He 


Met 


Asn 


Thr 


Gin 


Leu 


Cys 


Val 


Gly 


Leu 




130 










135 










140 










Val 


Val 


Ala 


Ala 


Trp 


Val 


Gly 


Gly 


Phe 


Val 


His 


Ser 


He 


Val 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Leu 


He 


Leu 


Pro 


Leu 


Pro 


Phe 


Cys 


Asp 


Pro 


Asn 


He 


He 


Asp 


Asn 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Val 


Pro 


Gin 


Val 


Leu 


Arg 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 










190 






Ser 


Leu 


Leu 


Glu 


Phe 


Leu 


Met 


He 


Phe 


Asn 


Ser Gly 


Leu 


Leu 


Val 


He 






195 










200 










205 








lie 


Trp 


Phe 


Leu 


Leu 


Leu 


Leu 


He 


Ser 


Tyr 


Thr 


Val 


He 


Leu 


Val 


Met 




210 










215 










220 










Leu 


Arg 


Ser 


His 


Ser 


Gly 


Lys 


Ala Arg 


Arg 


Lys 


Ala 


Ala 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Thr 


Thr 


His 


He 


He 


Val 


Val 


Ser 


Met 


He 


Phe 


He 


Pro 


Cys 


He 


Tyr 










245 










250 










255 




He 


Tyr 


Thr 


Trp 


Pro 


Phe 


Thr 


Pro 


Phe 


Leu 


Met 


Asp 


Lys 


Ala 


Val 


Ser 








260 










265 










270 






He 


Ser 


Tyr 


Thr 


Val 


Met 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Met 


He 


Tyr 


Thr 






275 










280 










285 








Leu 


Arg 


Asn 


Gin Asp 


Met 


Lys 


Ala 


Ala 


Met 


Arg Arg 


Leu Gly 


Lys 


Cys 




290 










295 










300 










Leu 


Val 


He 


Cys 


Arg 


Glu 























305 310 



<210> 1130 
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<211> 311 

<212> PRT 

<213> Unknown (H38g46 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (311) 

<223> Xaa = Any Amino Acid 

<400> 1130 

Asp Gin Glu Asn Gin Thr Ser Glu Val Thr Phe lie Leu Leu Gly Phe 

15 10 15 

Ser Glu Tyr Pro Asp Leu Gin Thr Pro Leu Phe Leu Val Phe Leu Thr 

20 25 30 

lie Tyr Thr Val Thr Val Leu Gly Asn Leu Gly Met lie He Val He 

35 40 45 

Arg He Ser Pro Lys Leu His Thr Pro Met Cys Phe Phe Leu Ser His 

50 55 60 

Leu Ser Phe Val Asp Phe Cys Tyr Ser Thr Thr He Thr Pro Lys Leu 
65 70 75 80 

Leu Glu Asn Leu Val Val Glu Asp Arg Thr He Ser Phe Thr Gly Cys 

85 90 95 

Thr Met Gin Leu Phe Phe Val Cys He Phe Val Val Thr Glu Thr Phe 

100 105 110 

Met Leu Ala Val Met Ala Tyr Asp Arg Tyr Val Ala Val Cys Asn Pro 

115 120 125 

Leu Leu Tyr Thr Val Ala Met Tyr Gin Arg Leu Cys Ser Leu Leu Val 

130 135 140 

Ala Thr Ser Tyr Cys Trp Gly He Val Cys Ser Leu Thr Leu Thr Xaa 
145 150 155 160 

Phe Leu Leu Glu Leu Ser Phe Arg Gly Asn Asn He He Asn Asn Phe 

165 170 175 

Val Cys Glu His Ala Ala He Val Ala Val Ser Cys Ser Asp Pro Cys 

180 185 190 

Val Ser Gin Glu He Thr Leu Val Ser Ala Thr Phe Asn Glu He Ser 

195 200 205 

Ser Leu Thr Ser Tyr Ala Phe He Phe He Thr Val Met Lys Thr Pro 

210 215 220 

Ser Thr Gly Gly Arg Lys Lys Ala Phe Ser Thr Ser Ala Ser His Leu 
225 230 235 240 

Thr Ala He Thr He Phe His Gly Thr He Leu Phe Leu Tyr Cys Val 

245 250 255 

Pro Asn Ser Lys Ser Ser Trp Leu Met Val Lys Val Ala Ser Val Phe 

260 265 270 

Tyr Thr Val Val He Pro Met Leu Asn Pro Leu He Tyr Ser Leu Arg 

275 280 285 

Asn Lys Asp Val Lys Glu Thr Val Arg Arg Leu Leu He Thr Lys Leu 

290 295 300 

Leu Cys Leu He Leu Xaa Asn 
305 310 

<210> 1131 
<211> 334 
<212> PRT 

<213> Unknown (H38g47 protein) 
<220> 

<223> Synthetic construct 
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<221> VARIANT 

<222> (1)...(334) 

<223> Xaa = Any Amino Acid 



<400> 1131 



Tyr 


Ala 


Asp 


Pro 


Gin 


Asn 


Leu 


Thr 


Asp 


Val 


Ser 


He 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Glu 


Val 


Ser 


Gly 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Ala 


Gly 


Leu 


Phe 








20 










25 










30 






Leu 


Ser 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu 


Gly 


Asn 


Leu 


Leu 


He 


He 


Leu 






35 










40 










45 








Ala 


He 


Ser 


Pro 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Thr 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


He 


Val 


Asp 


He 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 


Tyr 


Ala 










85 










90 










95 




Gly 


Cvs 


Leu 


Thr 


Gin 


Met 


Ser 


Leu 


Phe 


Ala 


He 


Phe 


Gly 


Gly 


Met 


Glu 








100 










105 










110 






Glu 


Asn 


Met 


Leu 


Leu 


Ser 


Val 


Met 


Ala 


Tvr 


Asp 


Tro 


Phe 


Val 


Ala 


He 






115 










120 










125 








Cvs 


His 


Pro 


Leu 


Tvr 


His 


Leu 


Thr 


He 


Met 


Asn 


Pro 


Cys 


Phe 


Cvs 


Ala 




130 










135 










140 










Phe 


Leu 


Val 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Ser 


Val 


Phe 


Xaa 


His 


Ser 


Gin 


145 










150 










155 










160 


Leu 


His 


Asn 


Leu 


He 


Ala 


Leu 


Gin 


Val 


Thr 


Cys 


Phe 


Lvs 


Asp 


Val 


Glu 










165 










170 










175 




lie 


Pro 


Asn 


Phe 


Phe 


Cvs 


Asp 


Pro 


Ser 


Gin 


Leu 


Ser 


His 


Leu 


Ala 


Cys 








180 










185 










190 






Cys 


Asp 


Thr 


Phe 


Thr 


He 


Asn 


He 


He 


Met 


Tvr 


Phe 


Pro 


Ala 


Ala 


He 






195 










200 










205 








Phe 


Gly 


Phe 


Leu 


Pro 


He 


Leu 


Gly Thr 


Leu 


Phe 


Ser 


Phe 


Ser 


Lys 


He 




210 










215 










220 










Val 


Ser 


Ser 


He 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly 


Gly 


Lys 


Tyr 


Lys 


Ala 


225 










230 










235 










240 


Leu 


Ser 


Thr 


Cys 


Gly 


Ser 


Arg 


Leu 


Ser 


Val 


Val 


Cys 


Xaa 


Val 


Tyr 


Gly 










245 










250 










255 




Thr 


Gly 


Val 


Gly Gly 


Tyr 


Leu 


Ser 


Ser 


Asp 


Val 


Ser 


Ser 


Ser 


Pro 


Arg 








260 










265 










270 






Lys 


Gly Ala 


Val 


Ala 


Ser 


Val 


Met 


Tyr 


Thr 


Leu 


Val 


Thr 


Pro 


Met 


Leu 






275 










280 










285 








Thr 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


Met 


Lys 


Gly 


Val 


Leu 




290 










295 










300 










Arg 


Gin 


Pro 


His 


Gly 


Ser 


Thr 


Val 


Xaa 


Ser 


Gin 


Tyr 


Leu 


He 


Cys 


Ser 


305 










310 










315 










320 


lie 


Pro 


Phe 


Val 


Val 


Trp 


Val 


Gin 


Lys 


Gly 


Ser 


Lys 


Val 


Lys 







325 330 



<210> 1132 
<211> 307 
<212> PRT 

<213> Unknown (H38g48 protein) 
<220> 

<223> Synthetic construct 
<400> 1132 

Met Glu Thr Gly Asn Leu Thr Trp Val Ser Asp Phe Val Phe Leu Gly 

15 10 15 

Leu Ser Gin Thr Arg Glu Leu Gin Arg Phe Leu Phe Leu Met Phe Leu 
20 25 30 
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Phe Val Tyr lie Thr Thr Val Met Gly Asn lie Leu lie lie lie Thr 

35 40 45 

Val Thr Ser Asp Ser Gin Leu His Thr Pro Met Tyr Phe Leu Leu Arg 

50 55 60 

Asn Leu Ala Val Leu Asp Leu Cys Phe Ser Ser Val Thr Ala Pro Lys 
65 70 75 80 

Met Leu Val Asp Leu Leu Ser Glu Lys Lys Thr lie Ser Tyr Gin Gly 

85 90 95 

Cys Met Gly Gin He Phe Phe Phe His Phe Leu Gly Gly Ala Met Val 

100 105 110 

Phe Phe Leu Ser Val Met Ala Phe Asp Arg Leu He Ala He Ser Arg 

115 120 125 

Pro Leu Arg Tyr Val Thr Val Met Asn Thr Gin Leu Trp Val Gly Leu 

130 135 140 

Val Val Ala Thr Trp Val Gly Gly Phe Val His Ser He Val Gin Leu 
145 150 155 160 

Ala Leu Met Leu Pro Leu Pro Phe Cys Gly Pro Asn He Leu Asp Asn 

165 170 175 

Phe Tyr Cys Asp Val Pro Gin Val Leu Arg Leu Ala Cys Thr Asp Thr 

180 185 190 

Ser Leu Leu Glu Phe Leu Lys He Ser Asn Ser Gly Leu Leu Asp Val 

195 200 205 

Val Trp Phe Phe Leu Leu Leu Met Ser Tyr Leu Phe He Leu Val Met 

210 215 220 

Leu Arg Ser His Pro Gly Glu Ala Arg Arg Lys Ala Ala Ser Thr Cys 
225 230 235 240 

Thr Thr His He He Val Val Ser Met He Phe Val Pro Ser He Tyr 

245 250 255 

Leu Tyr Ala Arg Pro Phe Thr Pro Phe Pro Met Asp Lys Leu Val Ser 

260 265 270 

He Gly His Thr Val Met Thr Pro Met Leu Asn Pro Met He Tyr Thr 

275 280 285 

Leu Arg Asn Gin Asp Met Gin Ala Ala Val Arg Arg Leu Gly Arg His 

290 295 300 

Arg Leu Val 
305 



<210> 1133 
<211> 316 
<212> PRT 

<213> Unknown (H3 8g49 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> <1) . . . (316) 

<223> Xaa = Any Amino Acid 



<400> 1133 




























His Thr 


Glu 


Pro 


Gin 


Asn 


Leu 


Thr Asp Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 


1 






5 










10 










15 




Gly Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Ala 


Leu 


Leu 


Ser 






20 










25 










30 






Leu Ser 


Leu 


Ser 


Met 


Tyr 


Leu 


Val 


Met 


Val 


Leu 


Arg 


Asn 


Leu 


Leu 


Ser 




35 










40 










45 








He Leu 


Ala 


Val 


Ser 


Ser 


Val 


Ser 


Pro 


Leu 


His 


Thr 


Pro 


Asn 


Leu 


Cys 


50 










55 










60 








Trp Ala 


Asp 


He 


Gly 


Phe 


Thr 


Leu 


Ala 


Thr 


Val 


Pro 


Lys 


Met 


He 


Val 


65 








70 










75 










80 


Asp Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 


His 


Ala 


Gly Cys 


Leu 


Thr 
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85 90 95 



Gin 


Met 


Ser 


Phe 
100 


Phe 


He 


Leu 


Phe 


Ala 
105 


Cys 


He 


Glu 


Gly 


Met 
110 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp Cys 


Phe 


Val 


Ala 


He 


Cys 


Arg 


Pro 


Leu 


His 






115 










120 










125 








Tyr 


Pro 
130 


Val 


He 


Val 


Asn 


Pro 
135 


His 


Leu 


Cys 


Val 


Phe 
140 


Phe 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


His 


Ser 


Xaa 


He 


Val 


145 










150 










155 










160 


Leu 


Gin 


Phe 


Thr 


He 
165 


He 


Lys 


Asn 


Val 


Glu 
170 


He 


Ser 


His 


Phe 


Phe 
175 


Cys 


Asp 


Pro 


Ser 


Gin 
180 


Leu 


Leu 


Lys 


Leu 


Ala 
185 


Cys 


Ser 


Asp 


Ser 


Val 
190 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 


Phe Gly 


Phe 


Leu 


Pro 


He 






195 










200 










205 








Ser 


Gly 
210 


He 


Leu 


Trp 


Ser 


Tyr 
215 


Tyr 


Lys 


He 


He 


Pro 
220 


Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Tyr 


Gly Lys 


Tyr 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Ala 


Ser 


225 










230 










235 










240 


His 


Leu 


Ala 


Val 


Val 


Cys 


Xaa 


Phe 


Tyr 


Val 


Thr Gly 


He 


Gly Met 


Tyr 










245 










250 










255 




Leu 


Thr 


Ser 


Ala 
260 


Val 


Ser 


Pro 


Pro 


Pro 
265 


Ser 


Asn 


Gly 


Val 


Val 
270 


Ala 


Ser 


Val 


Met 


Tyr 
275 


Ala 


Ala 


Val 


Thr 


Pro 
280 


Met 


Leu 


Asn 


Pro 


Phe 
285 


He 


Tyr 


Ser 


Leu 


Arg 
290 


Asn 


Arg 


Asp 


He 


Gin 
295 


Ser 


Ala 


Leu 


Arg 


Arg 
300 


Val 


Leu 


Ser 


Arg 


Thr 


Val 


Glu 


Phe 


His 


Asp 


Leu 


Phe 


His 


Pro 


Phe 


Ser 
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<210> 1134 
<211> 123 
<212> PRT 

<213> Unknown (H3 8g50 protein) 
<220> 

<223> Synthetic construct 
<400> 1134 



Met 


Ser 


Gly 


Ser 


Pro 


Thr 


Gin 


Leu 


Thr 


Ala 


Gly 


Pro Arg 


Thr 


Ala 


Ser 


1 








5 










10 










15 




Gly 


Cys 


Val 


He 
20 


Met 


He 


Cys 


Phe 


Ala 
25 


Leu 


Thr 


Val 


Leu 


Ser 
30 


Tyr 


He 


Arg 


He 


Leu 


Ala 


Thr 


Val 


Val 


Gin 


He Arg 


Ser 


Ala 


Ala 


Ser 


Arg 


Arg 






35 










40 










45 








Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Ser 


Ser 


His 


Leu 


Gly Met 


Val 


Leu 


Leu 


Phe 




50 










55 










60 










Tyr 


Gly 


Thr 


Gly 


Ser 


Ser 


Thr 


Tyr 


Met 


Arg 


Pro 


Thr 


Thr 


Arg 


Tyr 


Ser 


65 










70 










75 










80 


Pro 


Leu 


Glu 


Gly 


Arg 
85 


Leu 


Ala 


Ala 


Val 


Phe 
90 


Tyr 


Ser 


He 


Leu 


He 
95 


Pro 


Thr 


Leu 


Asn 


Pro 
100 


Leu 


He 


Tyr 


Ser 


Leu 
105 


Arg 


Asn 


Gin 


Asp 


Met 
110 


Lys 


Arg 


Ala 


Leu 


Trp 
115 


Lys 


Leu 


Tyr 


Leu 


Gin 
120 


Val 


Pro 


Tyr 













<210> 1135 
<211> 356 
<212> PRT 

<213> Unknown (H3 8g51 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (356) 

<223> Xaa = Any Amino Acid 



<400> 1135 



Met 


He 


Asn 


Asp 


Ser 


His 


Phe 


Ser Gly 


Phe 


He 


Leu 


Leu 


Gly 


Phe 


Thr 


1 






5 










10 










15 




Glv 


Gin 


Pro 


Gin 


Leu 


Gin 


Met 


Met 


He 


Ser Gly Val Val 


Phe 


Phe 


Phe 






20 










25 










30 






Tyr 


Thr 


He 


Ala 


Phe 


Met 


Gly Asn Met 


Ala 


He 


He 


Leu 


Leu 


Ser 


Phe 




35 










40 










45 








Leu 


Asp 

J V 


Asp 


His 


Leu 


Gin 


vai 

D D 


Pro 




iyx 


Phe 


Phe 
60 


Leu 


Arg 


Asn 


Leu 


Ala 


Tip 




ft en 


Leu 


Cys 


Tyr 


Thr 


Thr 


Asn 


Tip 

lie 


Val 


Pro 


Gin 


Met 


Leu 












70 










75 










80 


Val 


Ser 


He 


Trp 


Gly 


Lys 


ASp 


Lys 


Arg 


He 


Thr 


Phe Gly 


Gly 


Cys 


Ala 










ot: 

03 










90 










95 






pin 

bin 


Leu 


Pho 
1UU 


Tie 




vai 


Ala 


Leu 
105 


Tyr 


Ser 


Val 


ulU 


Cys 
110 


He 


Leu 


Leu 


oer 


Met 

1 1 c 

-Lid 




OCX 


xyr 


Asp 


Arg 
120 


Leu 


Asn 


Ala 


He 


Cys 


Lvs 


Pro 


Leu 


H1S 


riXS 
1 ju 


wec 


1 ill 


Tip 




Asn 

1 "JC 


Leu 


Gin 


Leu 


Cys 


Gin 
140 




Leu 


Val 


Val 


He 


Ser 


Trp 


val 


Vdl 




vax 


He 


Asn 


Cys 


He 


He 


Pro 


Ser 


Pro 


Tyr 


14!) 








1 SO 

J. 3 U 










155 










160 


Ala 


Thr 


Ser 


Leu 


Pro 

ID J 


Arg 


Cys 


Arg 


Asn 


His 
170 


His 


Leu 


Asp 


His 


Phe 
175 


Phe 


Val 


Cys 


val 


ijy s 
1 ft n 


v_yt> 


Leu 




Xaa 


Ser 
185 


Arg 


Phe 


Lys 


He 


Ala 
190 


Cys 


Val 


Asp 


Thr 


Thr 


Ala 


Met 


Glu 


Val 


Thr 


Thr 


Phe 


Ala 


Met 


Cys 


Leu 


He 


He 




IOC 










200 










205 








Val 


Leu 
210 


Val 


Pro 


Leu 


Leu 


Leu 
215 


He 


Leu 


Val 


Ser 


Tyr 
220 


Gly 


Phe 


He 


Ala 


Val 


Ala 


Val 


Leu 


Lys 


He 


Lys 


Ser Ala Ala Gly Arg 


Gin 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Gly 


Thr 


Cys 


Ser 


Ser 


His 


Leu 


Val 


Val 


Val 


Ser 


He 


Phe 


Cys 


Gly Thr 






245 










250 










255 




Val 


Thr 


Tyr 


Met 


Tyr 


He 


Gin 


Pro 


Gly Asn Ser 


Pro 


Asn 


Gin 


Asn Glu 








260 










265 










270 






Gly 


Lys 


Leu 


Leu 


Ser 


He 


Phe 


Tyr 


Ser 


He 


Val 


Thr 


Pro 


Ser 


Leu 


Asn 


275 










280 










285 








Pro 


Leu 
290 


He 


Tyr 


Thr 


Val 


Arg 
295 


Asn 


Lys 


Glu 


Phe 


Lys 
300 


Gly 


Ala 


Met 


Lys 


Arg 


Leu 


Thr 


Gly 


Lys 


Glu 


Lys 


Asp 


Cys 


Met 


Glu 


Lys 


Arg 


Gly 


His 


Xaa 


305 










310 










315 










320 


Phe 


Phe 


Leu 


Pro 


Ala 

325 


He 


Ser 


Asn 


Met 


Ala 
330 


He 


Asp 


Leu 


Pro 


Asn 
335 


Leu 


Lys 


Cys 


Arg 


Gin 


Phe 


He 


Leu 


Xaa 


He 


Asn Cys 


Leu 


His 


Leu 


Arg 


Xaa 




340 










345 










350 






Arg 


Xaa 


Tyr 


Pro 



























355 



<210> 1136 
<211> 317 
<212> PRT 

<213> Unknown (H3 8g52 protein) 
<220> 
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<223> Synthetic construct 



<400> 1136 



Met 


lie 


Asn Asp 


Ser 


Tyr 


Phe 


Gly Trp 


Leu 


Met 


Leu 


Leu 


Gly 


Phe 


Pro 


1 








5 










10 










15 




Glv 


Lvs 


Pro 


Gin 


Leu 


Glu 


Met 


He 


He 


Ser 


Gly 


Val 


Val 


Phe 


Phe 


Phe 




20 










25 










30 






Tvr 


Ala 


lie 


Ser 


Leu 


Met 


Gly 


Asn 


Met 


Val 


Leu 


He 


Leu 


Leu 


Pro 


Leu 






35 










40 










45 








Leu 


Asp 


Lys 


His 


Leu 


Gin 


Thr 


Pro 


He 


Tyr 


Phe 


Phe 


Leu 


Arg 


Asn 


Leu 




50 










55 










60 










Ala 


lie 


Leu 


Asp 


Leu 


Cys 


Tyr 


Thr 


Thr 


Asn 


He 


Val 


Pro 


Gin 


Met 


Leu 


65 










70 










75 










80 


Val 


Asn 


Ala 


Trp Gly 


Lvs 


Asp 


Lys 


Lys 


He 


Thr 


Phe 


Gly 


Gly 


Cys 


Ala 




















90 










95 




Phe 


Gin 




Pne 


Tnr 


Asn 


Val 


Thr 


Leu 


Cys 


Thr 


Val 


Glu 


Cys 


Met 


Leu 








i nn 
1UU 










105 










110 






Leu 


Ala 


val 


Met 


Ser 


Tvr 


Asp 


Pro 


Phe 


Asn 


Ala 


Val 


Cys 


Lys 


Pro 


Leu 






i i t; 

XI J 










120 










125 








Asp 






Thr 


lie 


Met 


Asn 


Pro 


Gin 


Leu 


Cys 


Gin 


Gly 


Leu 


Val 


Ala 




130 










135 










140 










Met 


Thr 


Trp 


Leu 


He 


Glv 


Val 


Thr 


Asn 


Cys 


Met 


He 


Leu 


Ser 


Pro 


Cys 


-L *i -J 










150 










155 










160 


Pro 


Val 


Cay- 


Leu 


Pro 


Arg 


Cvs 


Gly Asp 


His 


His 


Leu 


Asp 


His 


Tyr 


Phe 










165 










170 










175 




V— jr 23 


Glu 


lie 


Ser 


Ala 


Met 


Val 


Lys 


He 


Ala 


Cvs 


Gly 


Ala 


Thr 


Thr 


Val 








180 










185 










190 






Met 


Glu 


bill 


Lys 


Pro 


Tvr 


Leu 


His 


Cys 


Val 


Val 


Val 


Val 


Val 


Phe 


He 






X 7 3 










200 










205 








Phe 


Leu 




Ser 


Leu 


Leu 


Leu 


He 


Leu 


Val 


Ser 


Tyr 


Gly 


Phe 


He 


Ala 




210 










215 










220 










Val 


Ala 


Val 


Leu 


Lys 


He 


Lys 


Ser 


Ala 


Ala 


Gly 


Arg 


Gin 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Gly 


Thr 


Cys 


Phe 


Ser 


His 


Leu 


He 


Val 


Val 


Ser 


He 


Phe 


Tyr 


Gly 


Thr 










245 










250 










255 




Val 


Arg 


Tyr 


Met 


Tyr 


He 


Glu 


Pro 


Gly Asn 


Ser 


Pro 


Ser 


Gin 


Asp 


Glu 








260 










265 










270 






Gly 


Lys 


Leu 


Leu 


His 


He 


Phe 


Tyr 


Ser 


He 


Val 


Thr 


Pro 


Thr 


Leu 


Asn 






275 










280 










285 








Pro 


Tyr 


Pro 


Leu 


Arg 


Asn 


Lys 


Glu 


Phe 


Lys 


Trp 


Ala 


Met 


Lys 


Arg 


Leu 




290 










295 










300 










lie 


Gly 


Lys 


Glu 


Lys 


Gly 


Ser 


Gly Asp 


Thr 


He 


Gly 


His 









305 310 315 



<210> 1137 
<211> 312 
<212> PRT 

<213> Unknown (H38g53 protein) 
<220> 

<223> Synthetic construct 



<400> 1137 

Met Val Asn Gin Ser Ser Thr Pro 

1 5 
Glu His Pro Gly Leu Glu Arg Thr 
20 

Tyr Leu Leu Thr Leu Val Gly Asn 

35 40 
Leu Asp Pro Lys Leu His Ser Pro 
50 55 



Gly Phe Leu Leu Leu Gly Phe Ser 

10 15 
Leu Phe Val Val Val Phe Thr Ser 
25 30 
Thr Leu He He Leu Leu Ser Ala 
45 

Met Tyr Phe Phe Leu Ser Asn Leu 
60 
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Ser Phe Leu Asp Leu Cys Phe Thr Thr Ser Cys Val Pro Gin Met Leu 
65 70 75 80 

Val Asn Leu Trp Gly Pro Lys Lys Thr lie Ser Phe Leu Asp Cys Ser 

85 90 95 

Val Gin lie Phe lie Phe Leu Ser Leu Gly Thr Thr Glu Cys lie Leu 

100 105 110 

Leu Thr Val Met Ala Phe Asp Arg Tyr Val Ala Val Cys Gin Pro Leu 

115 120 125 

His Tyr Ala Thr lie lie His Pro Arg Leu Cys Trp Gin Leu Ala Ser 

130 135 140 

Val Ala Trp Val lie Gly Leu Val Glu Ser Val Val Gin Thr Pro Ser 
145 150 155 160 

Thr Leu His Leu Pro Phe Cys Pro Asp Arg Gin Val Asp Asp Phe Val 

165 170 175 

Cys Glu Val Pro Ala Leu lie Arg Leu Ser Cys Glu Asp Thr Ser Tyr 

180 185 190 

Asn Glu lie Gin Val Ala Val Ala Ser Val Phe lie Leu Val Val Pro 

195 200 205 

Leu Ser Leu lie Leu Val Ser Tyr Gly Ala lie Thr Trp Ala Val Leu 

210 215 220 

Arg lie Asn Ser Ala Lys Gly Arg Arg Lys Ala Phe Gly Thr Cys Ser 
225 230 235 240 

Ser His Leu Thr Val Val Thr Leu Phe Tyr Ser Ser Val He Ala Val 

245 250 255 

Tyr Leu Gin Pro Lys Asn Pro Tyr Ala Gin Glu Arg Gly Lys Phe Phe 

260 265 270 

Gly Leu Phe Tyr Ala Val Gly Thr Pro Ser Leu Asn Pro Leu He Tyr 

275 280 285 

Thr Leu Arg Asn Lys Glu Val Thr Arg Ala Phe Arg Arg Leu Leu Gly 

290 295 300 

Lys Glu Met Gly Leu Thr Gin Ser 
305 310 

<210> 1138 
<211> 343 
<212> PRT 

<213> Unknown (H38g54 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (343) 

<223> Xaa = Any Amino Acid 

<400> 1138 

Met Val Asn Gin Ser Ser Ala Pro Gly Phe Leu Leu Leu Gly Phe Ser 

15 10 15 

Glu His Pro Ala Leu Glu Arg Thr Leu Phe Val Val Val Phe Thr Ser 

20 25 30 

Tyr Leu Leu Thr Leu Gly Gly Leu He He Leu Leu Ser Val Leu Asp 

35 40 45 

Pro Arg Leu His Ser Pro Met Tyr Phe Phe Leu Ser Asn Leu Ser Phe 

50 55 60 

Leu Asp Leu Cys Phe Thr He Ser Cys Val Pro Gly Met Leu Val Asn 
65 70 75 80 

Leu Trp Glu Pro Lys Lys Thr He He Leu Leu Gly Cys Ser Val Gin 

85 90 95 

Phe Phe He Phe Leu Ser Leu Gly Thr Thr Glu Cys He Leu Leu Thr 

100 105 110 

Val Met Ala Phe Asp Arg Tyr Met Ala He Phe Lys Pro Leu Arg His 
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115 120 125 



Ala 


Thr 

j — j \j 


He 


Val 


His 


Leu 


Cys 

X -_> _J 


Leu 


Cys 


Trp 


Gin 


Leu 
140 


Ala 


Ser 


Val 


Ala 


Trp 


Val 


lie 


Gly 


Leu 


Val 


Glu 


Ser 


Val 


Val 


Gin 


Thr 


Pro 


Ser 


Thr 


Leu 


145 










150 










155 










160 


Arg 


Leu 


Pro 


Phe 


Cvs 


Pro 


His 


Gin 


Gin 


Val 


Asp Asp 


Phe 


Val 


Cvs 


Glu 










1 fiS 

X O J 










170 










175 




V d x 


tz X 


Ala 


Leu 


He 


Arg 


Leu 


Ser 


Cys 


Glu 


Asp Thr 


Ser 


xyx 


Asn 


Glu 








1 ftO 

X O V 










185 










190 






lie 


Gin 


Met 


Ala 


Val 


Ala 


Ser 


Val 
200 


Phe 


He 


b6U 


Al a 


Val 
205 


Pro 


Ser 


Leu 


He 


Leu 


Val 


Ser 


Tyr 


Gly 


Ala 

91 S 

X J 


He 


Ala 


Trp 


rvxa 


Val 
V d X 

220 


Leu 


Arg 


He 


Thr 


Ala 


Lys 


Gly 


Gin 


Arg 


Lys 


Ala 


Phe 


Gly Thr 


Cys 


Ser 


Ser 


His 


Leu 


Thr 


99 S 










230 










235 










240 


Val 


vax 


1 I1X 


Leu 


Phe Tyr 


Ser 


Ser 


Val 


He 


Ala 


Val 




Leu 


Gin 


Pro 










245 










250 










^ j j 




Lys 


Asn 


Pro 


Tyr 


Ala 


Gin 


Glu 


Arg 


Gly Lys 


Phe 


Phe 


Gly 


Leu 


Phe 


Tyr 








9 An 

Z D U 










265 










970 






Ala 


Val 


OX jr 

275 


Thr 


Pro 


Ser 


Leu 


Asn 
280 


Pro 


Leu 


He 


Tyr 


Thr 
285 


Leu 




Asn 


Lys 


Glu 
290 


Val 


Thr 


Arg 


Ala 


Phe 
295 


Arg 


Arg 


Leu 


Leu 


Ala 
300 


Lys 


Glu 


Met 


Gly 


Leu 


He 


Gin 


Ser 


Xaa 


Gly Arg 


Ala 


Val 


Xaa 


Cys 


Ala 


Phe 


Xaa 


He 


Lys 


305 










310 










315 










320 


Lys 


Lys 


Leu 


Phe 


He 
325 


Leu 


Leu 


Xaa 


Thr 


Ser 
330 


Leu 


Ser 


Ser 


Gin 


Val 
335 


Tyr 


Tyr 


Leu 


Ser 


Tyr 


Thr 


His 


His 





















340 



<210> 1139 
<211> 291 
<212> PRT 

<213> Unknown (H38g55 protein) 
<220> 

<223> Synthetic construct 



<400> 1139 



Met 


Phe 


Ala 


Ala 


Leu 


Val 


Leu 


Leu 


Cys 


Tyr 


Leu 


Leu 


Thr 


Leu 


Thr 


Gly 


1 








5 










10 










15 




Asn 


Ser 


Ala 


Leu 
20 


Val 


Leu 


Leu 


Ala 


Val 
25 


Arg 


Asp 


Pro 


Arg 


Leu 
30 


His 


Thr 


Pro 


Met 


Tyr 


Tyr 


Phe 


Leu 


Cys 


His 


Leu 


Ala 


Leu 


Val 


Asp 


Ala Gly 


Phe 






35 










40 










45 








Thr 


Thr 
50 


Ser 


Val 


Val 


Pro 


Pro 
55 


Leu 


Leu 


Ala 


Asn 


Leu 
60 


Arg 


Gly 


Pro 


Ala 


Leu 


Trp 


Leu 


Pro 


Arg 


Ser 


His 


Cys 


Thr 


Ala 


Gin 


Leu 


Cys 


Ala 


Ser 


Leu 


65 










70 










75 










80 


Ala 


Leu 


Gly 


Ser 


Ala 
85 


Glu 


Cys 


Val 


Leu 


Leu 
90 


Ala 


Val 


Met 


Ala 


Leu 
95 


Asp 


Arg 


Ala 


Ala 


Lys 
100 


Lys 


Val 


Lys 


Gly 


Ala 
105 


Ala 


Arg 


Arg 


Leu 


Leu 
110 


Arg 


Ser 


Leu 


Gly 


Arg 
115 


Gly 


Gin 


Ala 


Gly 


Gin 

120 


Ser 


Ala 


Ser 


Trp 


Leu 
125 


Ser 


Gly 


Leu 


Thr 


Asn 
130 


Ser 


Val 


Ala 


Gin 


Thr 
135 


Ala 


Leu 


Leu 


Ala 


Glu 
140 


Arg 


Pro 


Leu 


Cys 


Ala 


Pro 


Arg 


Leu 


Leu 


Asp 


His 


Phe 


He 


Cys 


Glu 


Leu 


Pro 


Ala 


Leu 


Leu 


145 










150 










155 










160 


Lys 


Leu 


Ala 


Cys 


Gly 
165 


Gly 


Asp 


Gly 


Asp 


Thr 
170 


Thr 


Glu 


Asn 


Gin 


Met 
175 


Phe 
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Ala 


Ala 


Arg 


Val 
180 


Val 


He 


Leu 


Leu 


Leu 
185 


Pro 


Phe 


Ala 


Val 


He 
190 


Leu 


Ala 


Ser 


Tyr 


Gly 
195 


Ala 


Val 


Ala 


Arg 


Ala 
200 


Val 


Cys 


Cys 


Met 


Arg 
205 


Phe 


Ser 


Gly 


Gly 


Arg 


Arg 


Arg 


Ala 


Val 


Gly Thr 


Cys 


Gly 


Ser 


His 


Leu 


Thr 


Ala 


Val 




210 










215 










220 










Cys 


Leu 


Phe 


Tyr 


Gly 


Ser 


Ala 


He 


Tyr 


Thr 


Tyr 


Leu 


Gin 


Pro 


Ala 


Gin 


225 










230 










235 










240 


Arg 


Tyr 


Asn 


Gin 


Ala 


Arg Gly 


Lys 


Phe 


Val 


Ser 


Leu 


Phe 


Tyr 


Thr 


Val 










245 










250 










255 




Val 


Thr 


Pro. 


Ala 
260 


Leu 


Asn 


Pro 


Leu 


He 
265 


Tyr 


Thr 


Leu 


Arg 


Asn 
270 


Lys 


Lys 


Val 


Lys 


Gly 


Ala 


Ala 


Arg 


Arg 


Leu 


Leu 


Arg 


Ser 


Leu Gly Arg Gly Gin 






275 










280 










285 








Ala 


Gly 
290 


Gin 





























<210> 1140 
<211> 307 
<212> PRT 

<213> Unknown (H38g56 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (307) 

<223> Xaa = Any Amino Acid 



<400> 1140 



Glu 


Leu 


He 


Thr 


Asn 


Ser 


Ser 


Ser 


Val 


Pro 


Ser 


Cys 


Glu 


Arg 


Thr 


He 


1 








5 










10 










15 




Gin 


He 


Phe 


Leu 


Phe 


Ser 


Leu 


He 


Thr 


Thr 


He 


Tyr 


Ala 


Leu 


Thr 


He 








20 










25 










30 






Thr 


Gly Asn Gly Ala 


He 


Ala 


Phe 


Ala 


Leu 


Trp 


Cys 


Asp 


Arg 


Arg 


Leu 






35 










40 










45 








His 


Thr 


Pro 


Met 


Tyr 


Met 


Phe 


Leu Gly Asp 


Phe 


Ser 


Phe 


Leu 


Glu 


He 




50 










55 










60 










Trp 


Tyr 


Val 


Phe 


Ser 


Thr 


Val 


Pro 


Lys 


Met 


Leu 


Val 


Asn 


Phe 


Leu 


Ser 


65 










70 










75 










80 


Glu 


Lys 


Thr 


Asn 


He 


Ser 


Phe 


Ala Gly Cys 


Phe 


Leu 


Gin 


He 


Tyr 


Phe 










85 










90 










95 




Phe 


Phe 


Ser 


Leu 


Asn 


Thr 


Ser 


Glu 


Cys 


Leu 


Leu 


Leu 


Thr 


Val 


Met 


Ala 








100 










105 










110 






Phe 


Asp 


Gin 


Asn 


Leu 


Ala 


He 


Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Pro 


Asn 


He 






115 










120 










125 








Met 


Thr 


Gly 


His 


Leu 


Cys 


Ala 


Lys 


Leu 


Ala 


He 


Leu 


Cys 


Trp 


Val 


Cys 




130 










135 










140 










Gly 


Phe 


Leu 


Trp 


Phe 


Leu 


He 


Pro 


He 


Val 


Leu 


He 


Ser 


Gin 


Met 


Pro 


145 










150 










155 










160 


Phe 


Cys 


Gly 


Pro 


Asn 


He 


He 


Asp 


His 


Val 


Val 


Cys 


Asp 


Pro Gly 


Pro 










165 










170 










175 




Leu 


Phe 


Ala 


Leu 


Asp Cys 


Val 


Ser 


Ala 


Pro 


Arg 


He 


Gin 


Leu 


Phe 


Cys 








180 










185 










190 






Tyr 


Thr 


Leu 


Ser 


Ser 


Leu 


Val 


He 


Phe 


Gly Asn 


Phe 


Leu 


Phe 


He 


He 






195 










200 










205 








Gly 


Ser 


Tyr 


Thr 


He 


Val 


Leu 


Lys 


Val 


Val 


Leu 


Gly Thr 


Pro 


Ser 


Ser 




210 










215 










220 










Thr 


Gly Arg His 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


225 










230 










235 










240 


Val 


Ser 


Leu 


Cys 


Tyr Gly 


Ser 


Leu 


Met 


Val 


Met 


Tyr 


Val 


Ser 


Pro 


Gly 
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Leu Gly His 

Met Val Thr 
275 

Glu He Lys 

290 
Xaa Gly He 
305 

<210> 1141 
<211> 221 
<212> PRT 
<213> Unknown (H3 8g57 protein) 

<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (221) 

<223> Xaa = Any Amino Acid 



<400> 1141 



Ala 


Cys 


Lys 


His 


Asp 


Met 


He 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Cys 


Leu 


1 








5 










10 










15 




Val 


Ala 


He 


Cys 
20 


Arg 


Pro 


Leu 


His 


Tyr 
25 


Pro 


Val 


He 


Val 


Asn 
30 


Pro 


His 


Leu 


Cys 


Val 
35 


Phe 


Phe 


Val 


Leu 


Val 
40 


Ser 


Phe 


Phe 


He 


Ser 
45 


Met 


Xaa 


Asp 


Ser 


Gin 
50 


Leu 


His 


Ser 


Xaa 


He 
55 


Val 


Leu 


Gin 


Phe 


Thr 
60 


He 


He 


Lys 


Asn 


Val 


Glu 


He 


Ser 


Asn 


Phe 


Val 


Cys 


Asp 


Pro 


Ser 


Gin 


Phe 


Leu 


Lys 


Leu 


65 










70 










75 










80 


Ala 


Cys 


Ser 


Asp 


Ser 
85 


Val 


He 


Asn 


Ser 


He 
90 


Phe 


Thr 


Tyr 


Phe 


His 
95 


Ser 


Thr 


Met 


Phe 


Gly 
100 


Phe 


Leu 


Pro 


He 


Ser 
105 


Gly 


He 


Leu 


Leu 


Ser 
110 


Tyr 


Phe 


Lys 


He 


Val 
115 


Thr 


Phe 


He 


Leu 


Trp 
120 


He 


Ser 


Ser 


Ser 


Asp 
125 


Gly 


Lys 


Tyr 


L ys 


Ala 
130 


Phe 


Ser 


Thr 


Cys 


Asp 
135 


Ser 


His 


Leu 


Ala 


Val 
140 


Val 


Cys 


Xaa 


Phe 


Tyr 


Gly 


Thr 


Gly 


He Gly Val 


Tyr 


Leu 


Thr 


Ser 


Ala 


Leu 


Ser 


Pro 


Pro 


145 










150 










155 










160 


Pro 


Arg 


Asn 


Gly Val 


Met 


Ala 


Ser 


Val 


Met 


Tyr 


Ala 


Val 


Val 


Thr 


Pro 










165 










170 










175 




Met 


Leu 


Asn 


Leu 


Phe 


He 


Tyr 


Ser 


Leu 


Arg Asn Arg 


Asp 


He 


Gin 


Ser 








180 










185 










190 






Ala 


Leu 


Trp 
195 


Arg 


Leu 


Leu 


Ser 


Arg 
200 


Thr 


Val 


Glu 


Ser 


His 
205 


Asp 


Leu 


Phe 


His 


Pro 


Phe 


Ser 


Cys 


Val 


Gly 


Lys 


Gly Asn 


His 


He 


Lys 










210 










215 










220 











<210> 1142 
<211> 314 
<212> PRT 

<213> Unknown (H3 8g58 protein) 
<220> 

<223> Synthetic construct 
<400> 1142 
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245 

Ser Thr Glu Met Gin Lys 
260 265 
Ser Leu Phe Asn Pro Leu 
280 

Ala Ala Leu Arg Lys Val 
295 



250 255 
He Val Thr Leu Phe Tyr Ala 
270 

He Tyr Ser Leu Gin Asn Lys 
285 

Leu Val Ser Ser Asn He He 
300 
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Met Ala Lys Asn Asn Leu Thr Arg Val Thr Glu Phe lie Leu Met Gly 

1 5 10 15 

Phe Met Asp His Pro Lys Leu Glu lie Pro Leu Phe Leu Val Phe Leu 

20 25 30 

Ser Phe Tyr Leu Val Thr Leu Leu Gly Asn Val Gly Met lie Met Leu 

35 40 45 

lie Gin Val Asp Val Lys Leu Tyr Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

His Leu Ser Leu Leu Asp Ala Cys Tyr Thr Ser Val lie Thr Pro Gin 
65 70 75 80 

lie Leu Ala Thr Leu Ala Thr Gly Lys Thr Val lie Ser Tyr Gly His 

85 90 95 

Cys Ala Ala Gin Phe Phe Leu Phe Thr lie Cys Ala Gly Thr Glu Cys 

100 105 110 

Phe Leu Leu Ala Val Met Ala Tyr Asp Arg Tyr Ala Ala He Arg Asn 

115 120 125 

Pro Leu Leu Tyr Thr Val Ala Met Asn Pro Arg Leu Cys Trp Ser Leu 

130 135 140 

Val Val Gly Ala Tyr Val Cys Gly Val Ser Gly Ala He Leu Arg Thr 
145 150 155 160 

Thr Cys Thr Phe Thr Leu Ser Phe Cys Lys Asp Asn Gin He Asn Phe 

165 170 175 

Phe Phe Cys Asp Leu Pro Pro Leu Leu Lys Leu Ala Cys Ser Asp Thr 

180 185 190 

Ala Asn He Glu He Val He He Phe Phe Gly Asn Phe Val He Leu 

195 200 205 

Ala Asn Ala Ser Val He Leu He Ser Tyr Leu Leu He He Lys Thr 

210 215 220 

He Leu Lys Val Lys Ser Ser Gly Gly Arg Ala Lys Thr Phe Ser Thr 
225 230 235 240 

Cys Ala Ser His He Thr Ala Val Ala Leu Phe Phe Gly Ala Leu He 

245 250 255 

Phe Met Tyr Leu Gin Ser Gly Ser Gly Lys Ser Leu Glu Glu Asp Lys 

260 265 270 

Val Val Ser Val Phe Tyr Thr Val Val He Pro Met Leu Asn Pro Leu 

-275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp Val Lys Asp Ala Phe Arg Lys Val 

290 295 300 

Ala Arg Arg Leu Gin Val Ser Leu Ser Met 
305 310 



<210> 1143 
<211> 315 
<212> PRT 

<213> Unknown (H3 8g59 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (315) 

<223> Xaa = Any Amino Acid 



<400> 1143 




























Met 


Gly 


Gly 


Leu 


Lys 


Arg 


Asp 


Asn 


Ala 


Ser 


Glu 


Met 


Thr 


Glu 


Leu 


He 


1 








5 










10 










15 




Leu 


Val 


Gly 


Phe 


Ala 


Gin 


His 


Pro 


Glu 


He 


Gin 


Thr 


Ala 


Phe 


Phe 


Leu 








20 










25 










30 






Glu 


Leu 


Leu 


Phe 


Phe 


Tyr 


Xaa 


Ser 


Gin 


Leu 


Phe 


Glu 


Asn 


He 


Leu 


He 






35 










40 










45 








Val 


Ala 


Val 


Val 


Arg 


Xaa 


Asp 


Ser 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Gly 


Phe 
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50 










55 










60 










Phe 


Phe 


Leu 


Ser 


Thr 


Leu 


Ser 


Ser 


Leu 


Glu 


Met 


Cys 




Ser 


He 


Ser 


65 










70 










75 










80 


ir 


Glu 


Leu 


Xaa 


Val 
85 


Leu 


Ala 


Gin 


Cys 


He 
90 


Lys 


Asp 


Phe 


Pro 


Thr 
95 


He 


Ser 


Tvr 


Asn 


Ser 


Cys 


Ser 


Val 


Gin 


Met 


He 


Thr 


His 


Leu 


Phe 


Leu Gly 








100 










105 










110 






Thr 


Ala 


Gin 


Cvs 


Leu 


Leu 


Leu 


Ala 


Gly Met 


Ala 




Asn 


Arrr 
y 


1: lit? 








115 










120 










125 








Glu 


He 
130 


Ser 


Tvr 

■J 


Leu 


Leu 


His 
135 


Tvr 


Thr 


He 


He 


Met 
140 


Ser 


Asn 


Arg 


vai 


Cys 


He 


Gin 


Leu 


Ala 


Leu 


Glv 


He 


Trp 


Thr 


His 


Ala 


Phe 


i->CU 


Val 


nla 


145 










150 










155 










160 


Val 


Thr 


Leu 


He 


He 
165 


Ala 


He 


Pro 


Ala 


Ser 
170 


Tyr 


Tyr 




nib 


Asn 

J. / o 


Val 


He 


Asn 


His 


Phe 
180 


Thr 




Glu 


He 


Gin 
185 


Ala 


Leu 


Leu 




LiSU 

190 


vai 


Cys 


Ser 


Asp 


Thr 


Leu 


Val 


Ser 


Leu. 


He 


Gin Gly Leu Val 


He 


Cor 


Val 


Pne 






195 










200 










205 








Thr 


Leu 
210 


Pro 


Leu 


Pro 


Phe 


Thr 
215 


DVip 


He 


Leu 


He 


Ser 
220 


Xaa 


pVio 


Cys 


lie 


Phe 


Val 


ai y 


Ala 


Val 


Glu 


Ala 

Ala 


Arg 


Arg 


Glu 


Ala 


Phe 


Ser 


1 J IX 


Cys 


Gly 


225 










230 










235 










240 


Cor 

OCX. 




Leu 


X XIX 


Gly Val 


rnT-.„ 
1 I IX 


J. -L fcr 


Phe 


Tyr 


Gly Ala Ala 


lie 


Cys 


Met 










245 










250 










255 






Leu 


Lys 


Pro 
260 


Gin 


Ser 


Lys 


Vj.i.y 


Thr 
265 


Gin 


Glu 


Glu 


Asp 


Lys 
270 


Val 


Val 


Ser 


Lys 


Leu 


Tyr 


Gly Ala 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Pro 


He 


Tyr 






275 










280 










285 








He 


Gin 


Arg 


Asn 


Lys 


Asp 


He 


Lys 


Gly Ala 


Leu Arg Lys 


Leu 


Ala 


Lys 




290 










295 










300 










Gly 


Asn 


Glu 


Lys 


Ser 


Xaa 


Gin 


Phe 


Ser 


Leu 


Asn 












305 










310 










315 













<210> 1144 
<211> 351 
<212> PRT 

<213> Unknown (H3 8g61 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (351) 

<223> Xaa = Any Amino Acid 



<400> 1144 



Met 


Asp 


He 


Leu 


Val 


He 


Asp 


Asn Gly 


Ser 


Glu 


Val 


Thr 


Glu 


Phe 


He 


1 








5 








10 










15 




Leu 


Val 


Gly 


Leu 


Tyr 


Asn 


His 


Pro Lys 


Phe 


Gin 


He 


Ala 


Phe 


Tyr 


Arg 








20 








25 










30 






Thr 


Met 


Val 


Val 


Val 


Tyr 


Leu 


He Thr 


Phe 


Val 


Gly 


Ser 


Ser 


Leu 


He 






35 










40 








45 








He 


Val 


Val 


Val 


Lys 


Val 


Asp 


Gly Trp 


Leu 


His 


Thr 


Pro 


Met 


Cys 


Phe 




50 










55 








60 










Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Phe 


Leu Asp 


He 


Cys 


Tyr 


Ser 


Ser 


Asn 


Ser 


65 










70 








75 










80 


Val 


Pro 


Phe 


Leu 


Leu 


Phe 


Asn 


Gly Leu Arg Asp Tyr 


Pro 


Thr 


He 


Ser 










85 








90 










95 




Tyr 


Asn 


Ser 


Cys 


Tyr 


Ala 


Gin 


Met Thr 


Ser 


Ala 


Phe 


Phe 


Leu 


Gly Met 








100 








105 










110 
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Thr Gly Cys Leu Leu Leu Ala Val Met Ala Tyr Glu Arg Phe Val Val 

115 120 125 

lie Ser Asn Pro Leu Arg Tyr lie lie lie Met Asn Asn Lys Val Cys 

130 135 140 

lie Gin Leu Ala Met Val Thr Trp Ala Ser Ala Ser Pro Tyr Val lie 
145 150 155 160 

Asn Thr lie lie Ala lie He His Cys Asn Asn Thr Leu He Ala Met 

165 170 175 

He Ala Leu Ser He Pro Ala His Phe Cys Gly His Asn Val He Asn 

180 185 190 

His Phe Thr Cys Glu Val Gin Glu Leu Leu Lys Leu Val Cys Ser Asp 

195 200 205 

He Pro Gly Ser Leu He Leu Gly Leu Val He Gly He Phe Thr Leu 

210 215 220 

Ser Leu Pro Phe Thr Leu Pro Leu Pro Phe Thr Phe He Leu Phe Ala 
225 230 235 240 

Tyr Ala His He Val Val Ala Val Leu Arg He Asn Ser Ala Glu Ala 

245 250 255 

Arg Leu Lys Ala Phe Ser Thr Cys Gly Ser His Leu Thr Val He He 

260 265 270 

He Phe Tyr Gly Thr Ala Thr Tyr Met Tyr Leu Lys Pro Gin Ser Arg 

275 280 285 

Glu Ser Gin Asp Glu Gly Lys Val He Ser Val Phe Phe Leu Lys Val 

290 295 300 

Glu Lys Gin His Gin Asn Asp Ser He Ser Val Phe Tyr Gly Val Val 
305 310 315 320 

Thr Pro Met Leu Asn Pro Leu He Tyr Thr Leu Arg Asp Lys Asp Ala 

325 330 335 

Lys His Ala Leu Arg Lys He He Arg Lys Lys Glu Ser Xaa Lys 
340 345 350 



<210> 1145 
<211> 318 
<212> PRT 

<213> Unknown (H38g62 protein) 
<220> 

<223> Synthetic construct 



<400> 1145 






















Met 


Asp 


Lys 


He 


Asn 


Gin 


Thr 


Phe 


Val Arg Glu Phe 


He 


Leu 


Leu 


Gly 


1 








5 








10 






15 




Leu 


Ser 


Gly 


Tyr 


Pro 


Lys 


Leu 


Glu 


He He Phe Phe 


Ala 


Leu 


He 


Leu 








20 










25 




30 






Val 


Met 


Tyr 


Val 


Val 


He 


Leu 


He 


Gly Asn Gly Val 


Leu 


He 


He 


Ala 






35 










40 




45 








Ser 


He 


Leu 


Asp 


Ser 


Arg 


Leu 


His 


Met Pro Met Tyr 


Phe 


Phe 


Leu 


Gly 




50 










55 




60 










Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


He 


Cys 


Tyr Thr Thr Ser 


Ser 


He 


Pro 


Ser 


65 










70 






75 








80 


Thr 


Leu 


Val 


Ser 


Leu 


He 


Ser 


Lys 


Lys Arg Asn He 


Ser 


Phe 


Ser 


Gly 










85 








90 






95 




Cys 


Ala 


Val 


Gin 


Met 


Phe 


Phe 


Gly 


Phe Ala Met Gly 


Ser 


Thr 


Glu 


Cys 








100 










105 




110 






Phe 


Leu 


Leu 


Gly 


Met 


Met 


Ala 


Phe 


Asp Arg Tyr Val 


Ala 


He 


Cys 


Asn 






115 










120 




125 








Pro 


Leu 


Arg 


Tyr 


Pro 


He 


He 


Met 


Asn Lys Val Val 


Tyr 


Val 


Leu 


Leu 




130 










135 




140 










Thr 


Ser 


Val 


Ser 


Trp 


Leu 


Ser 


Gly Gly He Asn Ser 


Thr 


Val 


Gin 


Thr 


145 










150 






155 








160 


Ser 


Leu 


Ala 


Met 


Arg 


Trp 


Pro 


Phe 


Cys Gly Asn Asn 


He 


He 


Asn 


His 
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165 










170 






175 




Phe 


Leu 


Cys 


Glu 


lie 


Leu 


Ala 


Val 


Leu 


Lys 


Leu 


Ala Cys Ser 


Asp 


He 








180 










185 






190 






Ser 


Val 


Asn 


lie 


Val 


Thr 


Leu 


Ala 


Val 


Ser 


Asn 


He Ala Phe 


Leu 


Val 






195 










200 








205 






Leu 


Pro 


Leu 


Leu 


Val 


He 


Phe 


Phe 


Ser 


Tyr 


Met 


Phe lie Leu 


Tyr 


Thr 




210 










215 










220 






lie 


Leu 


Arg 


Thr 


Asn 


Ser 


Ala 


Thr 


Gly Arg 


His 


Lys Ala Phe 


Ser 


Thr 


225 










230 










235 






240 


Cys 


Ser 


Ala 


His 


Leu 


Thr 


Val 


Val 


He 


He 


Phe 


Tyr Gly Thr 


He 


Phe 










245 










250 






255 




Phe 


Met 


Tyr 


Ala 


Lys 


Pro 


Lys 


Ser 


Gin 


Asp 


Leu 


Leu Gly Lys 


Asp 


Asn 








260 










265 






270 






Leu 


Gin 


Ala 


Thr 


Glu 


Gly 


Leu 


Val 


Ser 


Met 


Phe Tyr Gly Val 


Val 


Thr 






275 










280 








285 






Pro 


Met 


Leu 


Asn 


Pro 


He 


He 


Tyr 


Ser 


Leu 


Arg 


Asn Lys Asp 


Val 


Lys 




290 










295 










300 






Ala 


Ala 


lie 


Lys 


Tyr 


Leu 


Leu 


Ser Arg 


Lys 


Ala 


He Asn Gin 







305 310 315 

<210> 1146 
<211> 319 
<212> PRT 

<213> Unknown (H38g63 protein) 
<220> 

<223> Synthetic construct 



<400> 1146 



Met 


Phe 


Pro 


Ala 


Asn 


Trp 


Thr 


Ser 


Val Lys Val 


Phe 


Phe 


Phe 


Leu 


Gly 


1 








5 








10 








15 




Phe 


Phe 


His 


Tyr 


Pro 


Lys 


Val 


Gin 


Val He He 


Phe 


Ala 


Val 


Cys 


Leu 








20 










25 






30 






Leu 


Met 


Tyr 


Leu 


He 


Thr 


Leu 


Leu 


Gly Asn He 


Phe 


Leu 


He 


Ser 


He 






35 










40 






45 








Thr 


He 


Leu 


Asp 


Ser 


His 


Leu 


His 


Thr Pro Met 


Tyr 


Leu 


Phe 


Leu 


Ser 




50 










55 






60 










Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


He 


Trp 


Tyr Ser Ser 


Ser 


Ala 


Leu 


Ser 


Pro 


65 










70 






75 










80 


Met 


Leu 


Ala 


Asn 


Phe 


Val 


Ser 


Gly Arg Asn Thr 


He 


Ser 


Phe 


Ser Gly 
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90 
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Cys 


Ala 


Thr 


Gin 


Met 


Tyr 


Leu 


Ser 


Leu Ala Met 


Gly 


Ser 


Thr 


Glu 


Cys 
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105 






110 






Val 


Leu 


Leu 
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Met 


Met 


Ala 


Tyr 


Asp Arg Tyr 


Val 


Ala 


He 


Cys 


Asn 
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120 






125 
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Leu 


Arg 


Tyr 


Pro 


Val 


lie 


Met 


Asn Arg Arg Thr Cys 


Val 


Gin 


He 
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140 










Ala 


Ala 
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Trp 


Met 


Thr 


Gly 


Cys Leu Thr 
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Met 


Val 
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Met 
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Ser 
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Cys Gly Asn 
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He 


He 
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Cys 
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He 


Leu 


Ala 


He 
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Val 


Cys 


Val 


Asp 


Thr 
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Leu 


Val 
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Leu 


He 


Met 


Leu 


Val He Ser 


Val 


Leu 


Leu 


Leu 


Pro 
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Met 
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Met 


Leu 


Leu 


He 


Cys 


He 


Ser Tyr Ala 


Phe 


He 


Leu 


Ala 


Ser 
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Arg 


He 


Ser 


Ser 


Val 


Glu Gly Arg Ser 




Ala 


Phe 


Ser 


Thr 


225 
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Val 


Val Leu Phe 


Tyr Gly Thr 


Ala 


Leu 



245 250 255 
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Ser Met His Leu Lys Pro Ser Ala Val Asp Ser Gin Glu lie Asp Lys 

260 265 270 

Phe Met Ala Leu Val Tyr Ala Gly Gin Thr Pro Met Leu Asn Pro lie 

275 280 285 

lie Tyr Ser Leu Arg Asn Lys Glu Val Lys Val Ala Leu Lys Lys Leu 

290 295 300 

Leu He Arg Asn His Phe Asn Thr Ala Phe He Ser He Leu Lys 
305 310 315 

<210> 1147 
<211> 310 
<212> PRT 

<213> Unknown (H38g64 protein) 
<220> 

<223> Synthetic construct 
<400> 1147 

Met Ala Glu Met Asn Leu Thr Leu Val Thr Glu Phe Leu Leu He Ala 

1 5 10 15 

Phe Thr Glu Tyr Pro Glu Trp Ala Leu Pro Leu Phe Leu Leu Phe Leu 

20 25 30 

Phe Met Tyr Leu He Thr Val Leu Gly Asn Leu Glu Met He He Leu 

35 40 45 

He Leu Met Asp His Gin Leu His Ala Pro Met Tyr Phe Leu Leu Ser 

50 55 60 

His Leu Ala Phe Met Asp Val Cys Tyr Ser Ser He Thr Val Pro Gin 
65 70 75 80 

Met Leu Ala Val Leu Leu Glu His Gly Ala Ala Leu Ser Tyr Thr Arg 

85 90 "* 95 

Cys Ala Ala Gin Phe Phe Leu Phe Thr Phe Phe Gly Ser He Asp Cys 

100 105 HO 

Tyr Leu Leu Ala Leu Met Ala Tyr Asp Arg Tyr Leu Ala Val Cys Gin 

115 120 125 

Pro Leu Leu Tyr Val Thr He Leu Thr Gin Gin Ala Arg Leu Ser Leu 

130 135 140 

Val Ala Gly Ala Tyr Val Ala Gly Leu He Ser Ala Leu Val Arg Thr 
145 150 155 160 

Val Ser Ala Phe Thr Leu Ser Phe Cys Gly Thr Ser Glu He Asp Phe 

165 170 175 

He Phe Cys Asp Leu Pro Pro Leu Leu Lys Leu Thr Cys Gly Glu Ser 

180 185 190 

Tyr Thr Gin Glu Val Leu He He Met Phe Ala He Phe Val He Pro 

195 200 205 

Ala Ser Met Val Val He Leu Val Ser Tyr Leu Phe He He Val Ala 

210 215 220 

He Met Gly He Pro Ala Gly Ser Gin Ala Lys Thr Phe Ser Thr Cys 
225 230 235 240 

Thr Ser His Leu Thr Ala Val Ser Leu Phe Phe Gly Thr Leu He Phe 

2 45 250 255 

Met Tyr Leu Arg Gly Asn Ser Asp Gin Ser Ser Glu Lys Asn Arg Val 

2 60 265 270 

Val Ser Val Leu Tyr Thr Glu Val He Pro Met Leu Asn Pro Leu He 

2 75 280 285 

Tyr Ser Leu Arg Asn Lys Glu Val Lys Glu Ala Leu Arg Lys He Leu 

290 295 300 

Asn Arg Ala Lys Leu Ser 
305 310 

<210> 1148 
<211> 321 
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<212> PRT 

<213> Unknown (H38g65 protein) 
<220> 

<223> Synthetic construct 



<400> 1148 
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<210> 1149 
<211> 311 
<212> PRT 

<213> Unknown (H38g66 protein) 
<220> 

<223> Synthetic construct 
<400> 1149 

Met Ala His Thr Asn Glu Ser Met Val Ser Glu Phe Val Leu Leu Gly 
15 10 15 
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He 


Leu 


He 
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Ser 
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<210> 1150 
<211> 312 
<212> PRT 

<213> Unknown (H38g67 protein) 
<220> 

<223> Synthetic construct 



<400> 1150 
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90 








95 
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180 










185 








190 






Thr 


Met 


Asn 


Glu 


Ser 


Glu 


Leu 


Phe 


Phe 


Val 


Ser 


Val He 


He 


Leu 


Leu 
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Tyr 
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Gly 
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He 
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Phe 
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Thr 


He 


He 


Thr 


Pro 


Met He 


Asn 


Pro 
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Arg 
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<210> 1151 
<211> 313 
<212> PRT 

<213> Unknown (H38g68 protein) 
<220> 

<223> Synthetic construct 



<400> 1151 

Met Cys Ser Gly Asn Gin Thr Ser Gin Asn Gin Thr Ala Ser Thr Asp 

15 10 15 

Phe Thr Leu Thr Gly Leu Phe Ala Glu Ser Lys His Ala Ala Leu Leu 

20 25 30 

Tyr Thr Val Thr Phe Leu Leu Phe Leu Met Ala Leu Thr Gly Asn Ala 

35 40 45 

Leu Leu He Leu Leu He His Ser Glu Pro Arg Leu His Thr Pro Met 

50 55 60 

Tyr Phe Phe He Ser Gin Leu Ala Leu Met Asp Leu Met Tyr Leu Cys 
65 70 75 80 

Val Thr Val Pro Lys Met Leu Val Gly Gin Val Thr Gly Asp Asp Thr 

85 90 95 

He Ser Pro Ser Gly Cys Gly He Gin Met Phe Phe His Leu Thr Leu 

100 105 110 

Ala Gly Ala Glu Val Phe Leu Leu Ala Ala Met Ala Tyr Asp Arg Tyr 

115 120 125 

Ala Ala Val Cys Arg Pro Leu His Tyr Pro Leu Leu Met Asn Gin Arg 

130 135 140 

Val Cys Gin Leu Leu Val Ser Ala Cys Trp Val Leu Gly Met Val Asp 
145 150 155 160 

Gly Leu Leu Leu Thr Pro He Thr Met Ser Phe Pro Phe Cys Gin Ser 

165 170 175 

Arg Lys He Leu Ser Phe Phe Cys Glu Thr Pro Ala Leu Leu Lys Leu 
180 185 190 
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Ser Cys Ser Asp Val Ser Leu Tyr Lys Met Leu Thr' Tyr Leu Cys Cys 

195 200 205 

lie Leu Met Leu Leu Thr Pro lie Met Val lie Ser Ser Ser Tyr Thr 

210 215 220 

Leu lie Leu His Leu lie His Arg Met Asn Ser Ala Ala Gly Arg Arg 
225 230 235 240 

Lys Ala Leu Ala Thr Cys Ser Ser His Met lie lie Val Leu Leu Leu 

245 250 255 

Phe Gly Ala Ser Phe Tyr Thr Tyr Met Leu Pro Ser Ser Tyr His Thr 

260 265 270 

Ala Glu Gin Asp Met Met Val Ser Ala Phe Tyr Thr He Phe Thr Pro 

275 280 285 

Val Leu Asn Pro Leu He Tyr Ser Leu Arg Asn Lys Asp Val Thr Arg 

290 295 300 

Ala Met Arg Ser Met Met Gin Ser Arg 
305 310 

<210> 1152 
<211> 314 
<212> PRT 

<213> Unknown (H38g69 protein) 
<220> 

<223> Synthetic construct 
<400> 1152 

Met Asp Val Gly Asn Lys Ser Thr Met Ser Glu Phe Val Leu Leu Gly 

15 10 15 

Leu Ser Asn Ser Trp Glu Leu Gin Met Phe Phe Phe Met Val Phe Ser 

20 25 30 

Leu Leu Tyr Val Ala Thr Met Val Gly Asn Ser Leu He Val lie Thr 

35 40 45 

Val He Val Asp Pro His Leu His Ser Pro Met Tyr Phe Leu Leu Thr 

50 55 60 

Asn Leu Ser He He Asp Met Ser Leu Ala Ser Phe Ala Thr Pro Lys 
65 70 75 80 

Met He Thr Asp Tyr Leu Thr Gly His Lys Thr He Ser Phe Asp Gly 

85 90 95 

Cys Leu Thr Gin He Phe Phe Leu His Leu Phe Thr Gly Thr Glu He 

100 105 110 

He Leu Leu Met Ala Met Ser Phe Asp Arg Tyr He Ala He Cys Lys 

115 120 125 

Pro Leu His Tyr Ala Ser Val He Ser Pro Gin Val Cys Val Ala Leu 

130 135 140 

Val Val Ala Ser Trp He Met Gly Val Met His Ser Met Ser Gin Val 
145 150 155 160 

He Phe Ala Leu Thr Leu Pro Phe Cys Gly Pro Tyr Glu Val Asp Ser 

165 170 175 

Phe Phe Cys Asp Leu Pro Val Val Phe Gin Leu Ala Cys Val Asp Thr 

180 185 190 

Tyr Val Leu Gly Leu Phe Met He Ser Thr Ser Gly He He Ala Leu 

195 200 205 

Ser Cys Phe He Val Leu Phe Asn Ser Tyr Val He Val Leu Val Thr 

210 215 220 

Val Lys His His Ser Ser Arg Gly Ser Ser Lys Ala Leu Ser Thr Cys 
225 230 235 240 

Thr Ala His Phe He Val Val Phe Leu Phe Phe Gly Pro Cys He Phe 

245 250 255 

He Tyr Met Trp Pro Leu Ser Ser Phe Leu Thr Asp Lys He Leu Ser 

260 265 270 

Val Phe Tyr Thr He Phe Thr Pro Thr Leu Asn Pro He He Tyr Thr 
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275 280 285 

Leu Arg Asn Gin Glu Val Lys lie Ala Met Arg Lys Leu Lys Asn Arg 

290 295 300 

Phe Leu Asn Phe Asn Lys Ala Met Pro Ser 
305 310 

<210> 1153 
<211> 310 
<212> PRT 

<213> Unknown (H38g70 protein) 
<220> 

<223> Synthetic construct 



<400> 1153 
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<223> Synthetic construct 
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Met Ala Trp Ser Asn Gin Ser Ala Val Thr Glu Phe He Leu Arg Gly 



497 



BNSDOCID: <WO 01271 58A2_L> 



WO 01/27158 



PCTAJS00/27582 



1 








5 








Leu 


Ser 


Ser 


Ser 


Leu 


Glu 


Leu 


Gin 








20 










He 


Val 


Tyr 


Ala 


Ala 


Thr 


Val 


Leu 






35 










40 


He 


Ala 


Ser 


Glu 


Pro 


His 


Leu 


His 




50 










55 




Asn 


Leu 


Ser 


Phe 


He 


Asp 


Met 


Ser 


65 










70 






Met 


He 


Ala 


Asp 


Phe 


Leu 


Arg 


Glu 










85 








Cys 


Met 


Thr 


Gin 


Met 


Phe 


Phe 


Leu 








100 










Val 


Leu 


Leu 


He 


Ser 


Met 


Ser 


Phe 






115 










120 


Pro 


Leu 


His 


Tyr 


Leu 


Thr 


He 


Met 




130 










135 




Val 


He 


Leu 


Ser 


Trp 


He 


Val 


Gly 


145 










150 






Ala 


Phe 


Thr 


Val 


Asn 


Leu 


Pro 


Phe 










165 








Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Leu 


Val 








180 










Tyr 


He 


Leu 


Gly Val 


Phe 


Met 


He 






195 










200 


Val 


Cys 


Phe 


He 


Leu 


Leu 


Val 


He 




210 










215 




Val 


Arg 


Gin 


Arg 


Ser 


Ser 


Gly Gly 


225 










230 






Ser 


Ala 


His 


Phe 


Thr 


Val 


Val 


Thr 










245 








He 


Tyr 


Val 


Trp 


Pro 


Phe 


Thr 


Asn 








260 










Val 


Phe 


Tyr 


Thr 


He 


Tyr 


Thr 


Pro 






275 










280 


Val 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Tyr 




290 










295 




He 


Phe 


Lys 


Ser 


Arg 


Lys 


Thr 


Asp 


305 










310 









10 










15 




He 


Phe 


Tyr 


Phe 


Leu 


Phe 


Phe 


Ser 


25 










30 






Gly 


Asn 


Leu 


Leu 


He 


Val 


Val 


Thr 










45 








Ser 


Pro 


Thr 


Tyr 


Phe 


Leu 


Leu 


Gly 








60 










Leu 


Ala 


Ser 


Phe 


Ala 


Thr 


Pro 


Lys 






75 










80 


His 


Lys 


Ala 


He 


Ser 


Phe 


Glu 


Gly 




90 










95 




His 


Leu 


Leu 


Gly Gly Ala Glu 


He 


105 










110 






Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Lys 










125 








Ser 


Arg 


Arg 


Met 


Cys 


Val 


Gly 


Leu 








140 










He 


Phe 


His 


Ala 


Leu 


Ser 


Gin 


Leu 






155 










160 


Cys 


Gly 


Pro 


Asn 


Glu 


Val 


Asp 


Ser 




170 










175 




He 


Lys 


Leu 


Ala 


Cys 


Val 


Asp 


Thr 


185 










190 






Ser 


Thr 


Ser 


Gly Met 


He 


Ala 


Leu 










205 








Ser 


Tyr 


Thr 


He 


He 


Leu 


Val 


Thr 








220 










Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 






235 










240 


Leu 


Phe 


Phe 


Gly Pro 


Cys 


Thr 


Phe 




250 










255 




Phe 


Pro 


He 


Asp 


Lys 


Val 


Leu 


Ser 


265 










270 






Leu 


Leu 


Asn 


Pro 


Val 


He 


Tyr 


Thr 










285 








Ser 


Met 


Arg 


Lys 


Leu 


Ser 


Ser 


His 



300 



His Thr Pro 
315 



<210> 1156 
<211> 321 
<212> PRT 

<213> Unknown (H38g73 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(321) 

<223> Xaa = Any Amino Acid 
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<213> Unknown {H38g74 protein) 
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<212> PRT 

<213> Unknown (H38g75 protein) 
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<220> 






























<223> Synthetic 


construct 




















<400> 1159 




























Met 


Glu 


Thr 


Ala 


Asn 


Tyr 


Thr 


Lys 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Thr 


Gly 


1 








5 










10 










15 




Leu 


Ser 


Gin 


Thr 


Arg 


Glu 


Val 


Gin 


Leu 


Val 


Leu 


Phe 


Val 


He 


Phe 


Leu 








20 










25 










30 






Ser 


Phe 


Tyr 


Leu 


Phe 


He 


Leu 


Pro Gly 


Asn 


He 


Leu 


He 


He 


Cys 


Thr 






35 










40 










45 








He 


Arg 


Leu 


Asp 


Pro 


His 


Leu 


Thr 


Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ala 




50 










55 










60 










Asn 


Leu 


Ala 


Leu 


Leu 


Asp 


He 


Trp 


Tyr 


Ser 


Ser 


He 


Thr 


Ala 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


He 


Asp 


Phe 


Phe 


Val 


Glu 


Arg 


Lys 


He 


He 


Ser 


Phe 


Gly 


Gly 








85 










90 










95 




Cys 


He 


Ala 


Gin 


Leu 


Phe 


Phe 


Leu 


His 


Phe 


Val 


Gly 


Ala 


Ser 


Glu 


Met 






100 










105 










110 






Phe 


Leu 


Leu 


He 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Ala 


Ala 


He 


Cys 


Arg 






115 










120 










125 






* 


Pro 


Leu 


His 


Tyr 


Ala 


Thr 


He 


Met 


Asn 


Arg Arg 


Leu 


Cys 


Cys 


lie 


Leu 




130 










135 










140 










Val 


Ala 


Leu 


Ser 


Trp 


Met 


Gly 


Gly 


Phe 


He 


His 


Ser 


He 


He 


Gin 


Val 


145 










150 










155 










loll 


Ala 


Leu 


He 


Val 


Arg 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Glu 


Leu 


Asp 


Ser 










165 










170 










1 /b 




Tyr 


Phe 


Cys 


Asp 


He 


Thr 


Gin 


Val 


Val 


Arg 


He 


Ala 


Cys 


Ala 


Asn 


Thr 








180 










185 










190 






Phe 


Pro 


Glu 


Glu 


Leu 


Val 


Met 


He 


Cys 


Ser 


Ser 


Gly 


Leu 


lie 


Ser 


Val 






195 










200 


















Val 


Trp 


Phe 


He 


Ala 


Leu 


Leu 


Met 


Ser 


Tyr Ala 


Phe 


Leu 


Leu 


Ala 


Leu 




210 










215 










220 










Leu 


Lys 


Lys 


His 


Ser 


Gly 


Ser 


Asp 


Glu 


Asn 


Thr 


Asn 


Arg 


Ala 


Met 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Tyr 


Ser 


His 


He 


Thr 


He 


Val 


Val 


Leu 


Met 


Phe 


Gly 


Pro 


Ser 










245 










250 










255 




He 


Tyr 


He 


Tyr 


Ala 


Arg 


Pro 


Phe 


Asp 


Ser 


Phe 


Ser 


Leu 


Asp 


Lys 


Val 
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260 

Val Ser Val Phe His Thr Val He 
275 280 
Tyr Thr Leu Arg Asn Lys Glu Val 

290 295 
Thr Lys Tyr He Leu Cys Glu Glu 
305 310 

<210> 1160 
<211> 313 
<212> PRT 

<213> Unknown (H38g77 protein) 
<220> 

<223> Synthetic construct 



265 270 
Phe Pro Leu Leu Asn Pro He He 
285 

Lys Ala Ala Met Arg Lys Val Val 
300 

Lys 



<221> VARIANT 

<222> (1) . . . (313) 

<223> Xaa = Any Amino Acid 



<400> 1160 



Met 


Glu 


Ser 


Gin Arg 


Asn 


Ti- 
ne 


xaa 


T * rem 

L»ys 


r«e 


lie 


Leu 


rue t. 


Ser 


Leu 




1 








5 










J.U 














Ser 


He 


/~* T mm . 

Gin 


Asn 


He 


GJ.n 


x±e 


Fne 


vai 


irne 


vai 


Irllfcf 


JjSU 


pho 


Cys 


7V o *-i 
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ZD 
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AJLa 


x±e 


Leu 


Val 


pi 
vj»xy 


Asn 




Leu 


lie 




He 


Ser 


He 


Xaa 


Cvs 


























45 








Ser 


Pro 


T /M 1 

Leu 


Phe 


Asn 




Pro 


Mot- 
net 




TSrV 

a jt r 




Leu 


Glv 


Tvr 


Met 


Asn 














jj 










60 










j. xe 


Tyr 


Tyr 


Thr 


Ser 


Cys 


V CX.-L 




XT X \J 


Lys 


He 


He 


Glv 


Aso 


Leu 


Val 


DO 
















75 










80 


Val 


Glv 


Arg 


He 


Asn 


He 


Ser 


Tvr 




Arg 


He 


Phe 


Pro 


Met 


His 


Phe 










85 










90 










95 




Phe 


Gly 


He 


He 


Glu 


He 


Phe 


He 


Leu 


Thr 


Val 


Met 


Ala 


Phe 


Asp 


His 






100 










105 










110 






Tyr 


Val 


Ala 


He 


Cys 


Lys 


Pro 


Pro 


Arg 


Tyr 


Leu 


He 


He 


Met 


Asn 


Arg 






115 










120 










125 








Thr 


Lys 


Tyr 


Asn 


Thr 


Leu 


He 


Ser 


Val 


Ala 


Trp 


Leu 


Leu 


Gly 


Leu 


He 




130 










135 










140 










His 


Ser 


Leu 


Phe 


Gin 


Phe 


Ser 


Met 


Lys 


He 


Trp 


Leu 


Pro 


Phe 


Cys 


Gly 


145 










150 










155 










160 


Ser 


Asn 


Lys 


Val 


Asp 


Asp 


Xaa 


Tyr 


Xaa 


Asp 


He 


Phe 


Pro 


Leu 


Leu 


Lys 










165 










170 










175 




Val 


Ala 


Cys 


Thr Asp 


Thr 


Cys 


He 


Thr 


Gly 


Val 


Leu 


Val 


Val 


Ala 


Asn 








180 










185 










190 






Ser 


Gly 


Met 


Phe 


Ala 


Leu 


Val 


Thr 


Phe 


Val 


Leu 


Ser 


Phe 


Gly_ 


Ser 


Tyr 






195 










200 










205 








Val 


He 


He 


Leu 


Phe 


Pro 


Leu 


Lys 


Asn 


His 


Ser 


Val 


Glu 


Gly 


Arg 


Cys 




210 










215 










220 










Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


He 


Thr 


Met 


Val 


He 


Phe 


Phe 


225 










230 










235 










240 


Phe 


Glu 


Pro 


Ser 


He 


Phe 


Ala 


Tyr 


Leu 


Arg 


Pro 


Ser 


Thr 


Phe 


Pro 


Glu 










245 










250 










255 




Asp 


Lys 


He 


Ser 


Ala 


Leu 


Phe 


Tyr 


Thr 


He 


He 


Ala 


Pro 


Met 


Phe 


Asn 








260 










265 










270 






His 


Leu 


He 


Tyr 


Asn 


Leu 


Arg 


Asn 


Thr 


Glu 


Met 


Lys 


Lys 


Ala 


Met 


Arg 






275 










280 










285 








Lys 


Val 


Trp 


Tyr 


Gin 


He 


Ser 


Phe 


Ser 


Glu 


Glu 


Lys 


Gin 


Leu 


He 


Cys 




290 










295 










300 
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Thr 


Xaa 


Cys 


Thr 


Lys 


Glu 


Leu 


Tyr 
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<210> 1161 
<211> 304 
<212> PRT 

<213> Unknown (H38g78 protein) 



<220> 

<223> Synthetic construct 



<400> 1161 
























Phe 




Met 


Arg 


Asn Gly Thr Val 


He 


Thr 


Glu 


Phe 


He 


Leu 


Leu 




Pro 


1 






5 










10 














Val 


lie 


Gin Gly Leu 


Gin 


Thr 


Pro 


Leu 


Phe 


He 


Ala 


He 




Leu 


Thr 








20 










25 
















Tyr 


He 


Leu 


Thr 


Leu 


Ala 


Gly 


Asn Gly 


Leu 


He 


He 


Ala 


i nr 


Val 


Trp 




35 










40 










45 








Ala 


Glu 
50 


Pro 


Arg 


Leu 


Gin 


He 
55 


Pro 


Met 


Tyr 


Phe 


Phe 
60 


Leu 


Cys 


Asn 


Leu 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr 


Thr 


Thr 


Thr 


Val 


He 


Pro 


Lys 


Leu 


Leu 


65 










70 










75 










ou 


Gly 


Thr 


Phe 


Val 


Val 


Ala 


Arg 


Thr 


Val 


He Cys 


Met 


Ser 


Cys 


Cys 


Leu 








85 










90 














Leu 


Gin 


Ala 


Phe 


Phe 


His 


Phe 


Phe 


Val 


Gly Thr Thr Glu 


Pne 


Leu 


±±B 








100 










105 










110 






Leu 


Thr 


He 
115 


Met 


Ser 


Phe 


Asp 


Arg 
120 


Tyr 


Leu 


Thr 


He 


Cys 
125 


Asn 


Pro 


Leu 


His 


His 
130 


Pro 


Thr 


He 


Met 


Thr 
135 


Ser 


Lys 


Leu 


Cys 


Leu 
140 


Gin 


Leu 


Ala 


Leu 


Ser 


Ser 


Trp Val Val Gly 


Phe 


Thr 


He 


Val 


Phe 


Cys 


Gin 


Thr 


Met 


Leu 


145 










150 










155 










i fin 


Leu 


He 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly Asn 


Asn 


Val 


He 


Ser 


nis 














165 










170 










175 




Cys 


Asp 


Val 


Gly 


Pro 


Ser 


Leu 


Lys 


Ala 


Ala 


Cys 


He 


Asp 


Thr 


Ser 


He 




180 










185 










190 






Leu 


Glu 


Leu Leu Gly Val 


He 


Ala 


Thr 


He 


Leu 


Val 


He 


Pro 


Gly 


Ser 






195 










200 










205 








Leu 


Leu 


Phe 


Asn 


Met 


He 


Ser 


Tyr 


He Tyr 


He 


Leu 


Ser 


Ala 


He 


Leu 




210 










215 










220 










Arg 


He 


Pro 


Ser 


Ala 


Thr 


Gly 


His 


Gin 


Lys 


Thr 


Phe 


Ser 


Thr 


Cys 


Ala 


225 










230 










235 










240 


Ser 


His 


Leu 


Thr 


Val 


Val 


Ser 


Leu Leu Tyr Gly Ala Val 


Leu 


Phe 


Met 










245 










250 










255 


Val 


Tyr 


Leu 


Arg 


Pro 


Thr 


Ala 


His 


Ser 


Ser 


Phe 


Lys 


He 


Asn 


Lys 


Val 






260 










265 










270 






Ser 


Val 


Leu 


Asn 


Thr 


He 


Leu 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 






275 










280 










285 






Thr 


Thr 


He 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Gly Ala Leu Arg 


Lys 


Ala 


Met 




290 










295 










300 











<210> 1162 
<211> 321 
<212> PRT 

<213> Unknown (H3 8g79 protein) 
<220> 

<223> Synthetic construct 
<400> 1162 

Met Thr He Leu Leu Asn Ser Ser Leu Gin Arg Ala Thr Phe Phe Leu 

1 5 10 15 

Thr Gly Phe Gin Gly Leu Glu Gly Leu His Gly Trp He Ser He Pro 
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20 





Cys 


rile 


11C 


iyi 


Leu 


Thr 

X 1X1 


Val 






j — ) 










40 


HIS 


Vol 


Tip 

lie 


uys> 


Thr 

X XIX. 


A cn 


Ala 


Thr 




DU 














Lsu 




Mot- 


Leu 


Ala 

il -1 d 


vox. 


X ill 




O D 










/ V 






Pro 


Thr 

X XIX. 


Val 


Leu 




He 


Phe 


Tm 










ft S 

O J 








Pro 


nld 


Cys 


Phe 


X XXX 


Gin 


Leu 


Phe 








100 










ril 

vjIU 


Ser 


Ser 


Val 


Leu 


Leu 


Ser 


Met 






115 










120 


Cys 


Asn 


Pro 


Leu 


nib 


ASp 


Car 


Thr 

X 111 














1 ^ R 

X, J J 




bys 


Mot- 


Gly Leu 


Ofcil 


Otrl 


veil 


Leu 












i Rn 

1 JU 






Leu 


Pro 


Phe 


Leu 


Leu 


Lys 


Arg 


rllt: 










ID J 










xlXS 


Ala 


Tyr 


Cys 


Leu 


nib 


Leu 








180 










ser 


XT a 

I j_e 


He 


Val 


Asn 


fll S 


Tl « 

lie 


Tyr 






195 










*5 U U 


val 


Gly 


Val 


Asp 




Leu 


Leu 


T 1 c 

ne 




210 














Arg 


Thr 


Val 


Leu 


Ser 


Ti- 
ne 


Aia 


Ser 


n n r 










Z JU 






Asn 


Thr 


Cys 


Val 


Ser 


rilS 


ne 


Cys 


















wet. 


Tip 
lie 


Gly 


Leu 




Leu 


Val 


His 








260 










Val 


Val 


His 


Leu 


Phe 


Met 


Ser 


Tyr 






275 










280 


Met 


Asn 


Pro 


He 


He 


Tyr 


Ser 


He 




290 










295 




He 


He 


Lys 


Lys 


Phe 


Gin 


Phe 


He 


305 










310 






Asp 

















25 










30 






He 


Leu Gly Asn 


Leu 


Thr 


He 


Leu 










45 








Leu 


His 


Gly 


Pro 
60 


Met 


Tyr 


Tyr 


Phe 




Gly Leu 


Cvs 


Leu 


Ser 


Thr 


Leu 






75 










80 


Phe 


Asp 


Thr 


Ara 


Glu 


He 


Gly He 




90 










95 




Phe 


lie 


His 


Thr 


Leu 


Ser 


Ser 


Met 


105 










110 






Ser 


1 lc 


Asp 


Arg 


Tvr 
125 


Val 


Ala 


Val 


Val 


Leu 


Thr 
X 111 


Pro 
140 


Ala 


Cvs 


He 


Val 


7V Y*fT 


Cpr 


A 1 p> 

155 


Leu 


Leu 


He 


Leu 


Pro 
160 


Vj 111 


Tyr 
170 


Cys 


His 


Ser 


His 


Val 
175 


Leu 


ulu 


He 


Met 


ivy b 


Leu 


Ala 


Cys 


Ser 


185 










190 






v?i_y 


Leu 


Phe 


Val 


Val 
205 


Ala 


Cys 


Thr 


r^iitr 


Leu 


Ser 


Tyr 
220 


Ala 


Leu 


He 


Leu 


nib 


Gin 


Glu 
235 


Arg 


Leu 


Arcr 
*\i y 


Ala 


Leu 
240 


Ala 
Ala 


Val 
250 


Leu 


Leu 


Phe 


Tvr 

A y i 


He 
255 


Pro 


Arg 


Phe Gly Glu 


His 


Leu 


Pro Arg 


265 










270 






Val 


Tyr 


Leu 


Leu 


Val 
285 


Pro 


Pro 


Leu 


Lys 


Thr 


Lys 


Gin 


He 


Arg 


Gin Arg 








300 










Lys 


Ser 


Leu 


Arg 


Cys 


Phe 


Trp Lys 






315 










320 



<210> 1163 
<211> 323 
<212> PRT 

<213> Unknown (H3 8g80 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (323) 

<223> Xaa = Any Amino Acid 

<400> 1163 

Met Gly Asn His Thr Thr Val Thr Glu Phe Val Leu Leu Gly Leu Ser 

15 10 15 

Glu Thr Cys Glu Leu Gin Met Leu He Phe Leu Gly Leu Leu Leu Thr 

20 25 30 

Tyr Leu Leu Thr Leu Leu Gly Asn Leu Val He Val Val He Thr Leu 

3 5 40 45 

Met Asp Arg Arg Leu His Thr Thr Met Tyr Tyr Phe Leu Arg Asn Phe 
50 55 60 
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Ala 


Val 


Pro 


Glu 


lie 


Trp 


Phe 


Thr 


Ser 


Val 


He 


Phe 


Pro 


Lys 


Val 


Leu 


65 










70 










75 










80 


Ala 


Asn 


He 


Leu 


Thr 


Gly 


Tyr 


Lys 


Thr 


He 


Ser 


Leu 


Pro Gly Cys 


Phe 










85 










90 










95 




Leu 


Gin 


Ser 


Leu 


Leu 


Tyr 


Phe 


Phe 


Leu 


Gly Thr Thr Glu Phe 


Phe 


Leu 








100 










105 










110 






Leu 


Ala 


Val 


Met 


Ser 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


Val 


Cys Asn 


Pro 


Leu 






115 










120 










125 








His 


Tyr 


Ala 


Thr 


He 


Met 


Ser 


Lys 


Arg 


Val 


Cys 


Val 


Gin 


Leu 


Val 


Leu 




130 










135 










140 










Cys 


Xaa 


Trp 


Met 


Thr 


Gly 


Phe 


Leu 


Leu 


He 


He 


He 


Pro 


Ser 


Phe 


Leu 


145 










150 










155 










160 


Val 


Leu 


Gin 


Gin 


Pro 


Phe 


Cys 


Gly Pro 


Asn 


He 


He 


Asn 


His 


Phe 


Phe 










165 










170 










175 




Cys 


Asp 


Asn 


Phe 


Pro 


Leu 


Leu 


Lys 


Leu 


He 


Cys 


Ala 


Asp 


Met 


Thr 


Leu 








180 










185 










190 






He 


Glu 


Leu 


Leu 


Gly 


Phe 


Val 


He 


Ala 


Asn 


Val 


Ser 


Leu 


Leu 


Gly 


Thr 






195 










200 










205 








Leu 


Ser 


Met 


Thr 


Ala 


Thr 


Cys 


Tyr Gly His 


He 


Leu 


His 


Ala 


He 


Leu 




210 










215 










220 










His 


He 


Pro 


Ser 


Ala 


Lys 


Glu 


Lys 


Gin 


Lys 


Ala 


Phe 


Ser 


Ala 


Cys 


Ser 


225 










230 










235 










240 


Ser 


His 


He 


He 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Gly Ser 


Cys 


He 


Phe 


Met 










245 










250 










255 




Tyr 


He 


Gin 


Ser 


Gly 


Lys 


Ser 


Asp 


Gin 


Lys 


Glu 


Asp 


Arg 


Asn 


Lys 


Val 








260 










265 










270 






Ala 


Ala 


Leu 


Leu 


Asn 


Thr 


Val 


Val 


Thr 


Leu 


Met 


Leu 


Asn 


Pro 


Phe 


He 






275 










280 










285 








Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Gin 


Val 


Lys 


Gin 


Val 


Phe 


Arg 


Gin 


Gin 


Val 




290 










295 










300 










Ser 


Lys 


Leu 


Leu 


He 


Xaa 


Ser 


Cys 


Val 


Lys 


Lys 


Lys 


Leu 


Lys 


Leu 


Ser 
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310 
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He 


Pro 


Arg 





























<210> 1164 
<211> 317 
<212> PRT 

<213> Unknown (H38g81 protein) 
<220> 

<223> Synthetic construct 



<400> 1164 
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He 




He 
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Thr 


Glu 


Phe 


He 


Leu 


Leu 
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10 










15 




Gly 


Leu 


Thr 


Gin 
20 
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Gin 
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Leu 


Leu 
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Val 
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Leu 
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Leu 


He 
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He 


He 


Leu 


Pro 


Gly Asn 
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Leu 


He 


He 


Phe 
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40 










45 








Thr 


He 
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Lys 
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Asp 


Pro 


Gly 
55 


Leu 


Thr 


Ala 


Pro 


Leu 
60 


Tyr 


Phe 


Phe 


Leu 


Gly 


Asn 


Leu 


Ala 


Phe 


Leu 
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Ser 


Tyr 


Ser 


Phe 


He 


Val 


Ala 


Pro 


65 










70 










75 










80 


Arg 


Met 


Leu 


Val 


Asp 
85 


Phe 


Leu 


Ser 


Ala 


Lys 
90 


Asn 


Val 


He 


Ser 


Tyr 
95 


Arg 


Gly 


Cys 


He 


Thr 


Gin 


Leu 


Phe 


Phe 


Leu 


His 


Phe 


Leu Gly Gly Gly Glu 
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110 






Gly 


Leu 


Leu 
115 


Leu 


Val 


He 


Val 


Ala 
120 


Phe 


Asp 


Arg 


Tyr 


He 
125 


Ala 


He 


Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Ser 


Thr 


Leu 


Met 


Asn 


Pro 


Arg 


Ala 


Cys 


Tyr 


Ala 
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130 135 140 



Met 


Met 


Leu 


Ala 


Leu 


Trp 


Leu 


Gly Gly 


Phe 


Val 


His 


Ser 


He 


He 
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<223> Synthetic construct 
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<221> VARIANT 
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<212> PRT 

<213> Unknown (H38g87 protein) 
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<223> Synthetic construct 
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<210> 1171 
<211> 348 
<212> PRT 

<213> Unknown (H3 8g88 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (348) 

<223> Xaa = Any Amino Acid 
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290 295 300 

Asp Leu Gly Thr Xaa Lys Met Lys Gin Ser Thr Gin Arg Ser Thr Phe 
3 °5 310 315 320 

Phe Thr Lys Gin Leu Xaa Arg Ser Tyr Leu Tyr Asn Phe Ser Leu Lys 

325 330 335 

Asn Phe Ala Ser Leu Xaa Arg Lys Arg Cys Asn Leu 
340 345 

<210> 1172 
<211> 319 
<212> PRT 

<213> Unknown (H38g89 protein) 
<220> 

<223> Synthetic construct 
<400> 1172 

Met Asp Lys Ser Asn Ser Ser Val Val Ser Glu Phe Val Leu Leu Gly 

1 5 10 15 
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20 25 30 

Val Leu Tyr Thr Val He Val Leu Gly Asn Leu Leu He He Leu Thr 
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Ser Phe Thr Val Asn Leu Pro Phe Cys Gly Pro Asn Val Val Asp Ser 

165 170 175 
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<210> 1173 
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<213> Unknown (H38g90 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(312) 

<223> Xaa = Any Amino Acid 
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<210> 1174 
<211> 357 
<212> PRT 

<213> Unknown (H38g91 protein) 
<220> 

<223> Synthetic construct 
<400> 1174 
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<210> 1175 
<211> 320 
<212> PRT 

<213> Unknown (H38g92 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1>...(320) 

<223> Xaa = Any Amino Acid 

<400> 1175 

His Thr Glu Pro Arg Asn Leu Thr Gly Ala Xaa Glu Leu Leu Leu Leu 
1 5 10 15 
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Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


He 


Leu 


Ala 


Gly 


Leu 


Ser 






20 










25 










30 








o fcii 


ritr l» 

35 


xy x 


Leu 


Val 


Thr 


Val 
40 


Leu 


Arg 


Asn 


Leu 


Leu 
45 


He 


Ser 


Leu 


Ala 


val 


Ser 


Car 


Asp 


Ser 


His 
55 


Leu 


His 


Thr 


Pro 


Met 
60 


Cys 


Phe 


Phe 


Leu 


Ser 


Asn. 








Ala 


Asp 


He Gly 


Phe 


Thr 


Ser 


Ala 


Thr 


Val 


Pro 


65 








70 










75 










80 


Ly s 


Mot- 
Wet 


lie 


Val 


Asp 


Met 


Ara 


Ser 




Ser Gly Val 


He 


Ser 


Tyr 


Ala 








ft S 




















95 




Asp 


VY S 


Leu 


Thr 


At* ci 


Met 


Ser 


Phe 


Leu 


Val 


Leu 


Phe 


Ala 
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Met 


Leu 
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l in 
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Met 


Ala 
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Asp 


Cys 


Phe 


Val 


Ala 


He 


Cys 




115 










120 










125 
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Leu 


mo 
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Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Cys 


Val 


Phe 


1 J u 
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140 










Li 611 


Vdl 


Ser 
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Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


Arg 


145 
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Trp 


lie 
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llt=LL 


Gin 


Phe 


Thr 


Phe 


Phe 


Lys 


Asn 


Val 


Glu 


He 


Ser 


















170 










175 




Asn 


rile 


vai 


Cys 

lOU 


Asp 


XrX U 




Gin 


Pro 
185 


Leu 


Lys 


Leu 


Ala 


Cys 
190 


Ser 


Asp 


Ser 


lie 


lie 


Asp 


Ser 


nei. 




He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 


Phe Gly 






1 QC 
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205 








Pne 


Leu 
210 


Pro 


Tl ^ 

lie 


Ser 


\jiiy 


lie? 

215 


Leu 


Leu 


Ser 


Tyr 


Tyr 
220 


Lys 


He 


Val 


Pro 


Ser 


lie 


Leu 


Arg 


Tip 

lie 


Ser 


Oar 
OCX 


Ser Asp Gly Xaa Tyr 


Lvs 


Ala 


Phe 


Ser 


A Z,Z> 








-) \J 










235 










240 


Ala 


Cys 


Gxy 


ber 


til s 


Leu 


Pro 


Val 


Val 


Cys 


Leu 


Phe 


Tvr 


Gly 


Thr 


Gly 
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250 










255 
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X Xtr 


VsXjf 


Val 


xyx 


Leu 


Thr 


Ser 


Ala 


Val 


Ala 


Pro 


Pro 


Leu 


Arg 


Asn Gly 






260 










265 










270 






Val 


Val 


Ala 
275 


Ser 


Val 


Thr 


Tyr 


Ala 
280 


Val 


Val 


Thr 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg Asp 


He 


Gin 


Ser 


Ala 


Leu 


Trp 


Arg 




290 










295 










300 










Leu 


Arg 


Ser 


Arg 


Thr 


Val 


Lys 


Ser 


His 


Asp 


Leu 


Phe 


His 


Pro 


Phe 


Ser 


305 








310 










315 










320 



<210> 1176 
<211> 313 
<212> PRT 

<213> Unknown (H3 8g93 protein) 



<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(313) 

<223> Xaa = Any Amino Acid 



<400> 1176 



Met 


Glu Gly 


Phe 


Asn 


Cys 


Ser 


Arg Val 


Ser 


Glu 


Phe 


Met 


Leu 


Leu Gly 


1 








5 








10 










15 


Leu 


Thr 


Asp 


Ser 


Pro 


Glu 


Leu 


Gin Arg 


Phe 


Phe 


Phe 


Val 


Val 


Phe Ser 






20 








25 










30 




Val 


Phe 


Tyr 


Leu 


Met 


Thr 


Met 


Leu Gly Asn 


Cys 


Leu 


He 


Leu 


Leu Thr 






35 










40 








45 






Val 


Leu 


Ser 


Thr 


Ser 


His 


Leu 


His Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu Ser 




50 










55 








60 








Asn 


Leu 


Ser 


Leu 


He 


Asp 


Met 


Cys Leu 


Ser 


Ser 


Phe 


Ala 


Thr 


Pro Lys 
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65 70 75 80 

Met He Met Asp Phe Phe Ala Leu Arg Lys Thr He Ser Phe Glu Gly 

85 90 95 

Cys He Ser Gin He Phe Phe Leu His Leu Phe Thr Gly Thr Glu He 

100 105 110 

Val Leu Leu He Ser Met Ser Phe Asp Arg Tyr He Ala He Cys Lys 

115 120 125 

Pro Leu His Tyr Ser Thr He Met Ser Gin Arg Val Cys Val Glu Leu 

130 135 140 

Val Ala Val Ser Trp Thr Val Gly Phe Leu His Thr Met Ser Gin Leu 
145 150 155 160 

Ala Phe Thr Leu Tyr Leu Pro Phe Cys Gly Pro Asn Val Glu Ser Phe 

165 170 175 

Phe Cys Asp Leu Pro Leu Val He Gin Leu Ala Cys Met Asp He Tyr 

180 185 190 

Val Leu Gly lie Phe Met He Ser Thr Ser Gly Val He Ala Leu He 

195 200 205 

Ser Phe Leu Leu Leu Leu Thr Ser Tyr He He Val Leu He Thr Val 

210 215 220 

Arg Asp Tyr Ser Ser Thr Gly Ser Ser Lys Ala Leu Ser Thr Cys Thr 
225 230 235 240 

Ala His Phe He Val Val Leu Met Phe Phe Gly Pro Cys He Phe He 

245 250 255 

Tyr Val Trp Pro Ser Thr Asn Phe Leu Val Asp Lys He Leu Ser Val 

260 265 270 

Phe Tyr Thr He Phe Thr Pro Phe Leu Asn Pro Leu He Tyr Thr Leu 

275 280 285 

Arg Asn Gin Glu Val Lys Thr Ala Met Lys Lys Xaa Leu Asn He Gin 

290 295 300 

Tyr Phe Ser Leu Gly Lys Thr Ala Pro 
305 310 

<210> 1177 
<211> 338 
<212> PRT 

<213> Unknown (H38g94 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (338) 

<223> Xaa = Any Amino Acid 

<400> 1177 

Met He Leu Pro Ala Ser Phe Ser Xaa Gly Thr Met Glu Thr Ser Ser 

15 10 15 

Val Ser Ser Gly Thr Asp Phe He Leu Leu Gly Phe Ser Asp Arg Pro 

20 25 30 

Gin Leu Glu His He He Ser Val Val Val Phe He He Tyr He Val 

35 40 45 

Thr Leu Val Gly Asn Thr Thr He He Leu Val Ser Tyr Leu Asp Thr 

50 55 60 

Gin Leu His Thr Phe Met Tyr Phe Phe Leu Ser Asn Leu Ser Phe Leu 
65 70 75 80 

Asp Leu Cys Tyr Thr Thr Ser He He Pro Gin Met Leu Ala Asn Gin 

85 90 95 

Trp Gly Pro Lys Lys Ser He Thr Tyr Gly Gly Cys Val Leu Gin Phe 

100 105 HO 

Phe Phe Val Leu Asp Leu Gly Ala Thr Glu Cys Leu Leu Leu Ala Val 
115 120 125 
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wet 


Ala 


Tyr 
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Ala 
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Lieu 


IT * _ 

HIS 


Tyr 
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Ser 
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Ala 


Trp 


Leu 


Ser 
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160 


Ser 


Ala 


Leu 


He 


Val 
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l / u 
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Arg 


cys 
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His 


Arg 


Glu 


Val 
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pne 


r» v» a 

pne 


Cys 
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Glu 


Met 


Pro 


Ala 


Leu 
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Tin 

lie 


Lys 


Met 


Ala 


Cys 
195 


Val 


Tyr 


Ser 


Lys 


Val 
200 


lie 


GlU 


lie 


Val 


val 
205 


pne 


Ala 


Phe 


Gly 


Val 
210 


Val 


Phe 


Leu 


Pne 


Val 
215 
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Leu 


ser 


Leu 


lie 
220 


Leu 


lie 


ser 


Tyr 


Gly 


Val 


lie 


Thr 


Gin 


Ala 


Val 


Met 


Arg 


lie 


Lys 


Ser 


Ala 


Thr 


Arg 


Leu 


225 










230 
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Gin 
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lie 


Leu 


Asn 
245 
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Cys 


Gly 


Ser 


His 

O C 

250 


Leu 


Thr 


val 


val 


lie 
Add 


Leu 


Phe 


Tyr 


Gly 


Thr 
260 


He 


He 


Tyr 


He 


Tyr 
265 


Met 


Lys 


Pro 


Gin 


Asn 
270 


Thr 


lie 


Ser 


Gin 


Asp 
275 


Glu 


Gly 


Lys 


Phe 


Ser 
280 


Leu 


Phe 


Tyr 


Thr 


He 
285 


He 


Thr 


Pro 


Ser 


Leu 
290 


Asn 


Leu 


Pro 


He 


Tyr 
295 


Thr 


Leu 


Arg 


Asn 


Lys 
300 


Asp 


Val 


Lys 


Ser 


Ala 


Leu 


Lys 


Arg 


He 


Leu 


Trp 


Met 


Lys 


Lys 


Ser 


Ser 


Ala 


Glu 


Xaa 


Met 


305 










310 










315 










320 


Asn 


Xaa 


Met 


Glu 


Lys 
325 


Ser 


Arg 


Met 


Xaa 


Ser 
330 


Thr 


Lys 


Glu 


He 


Leu 
335 


Ala 



Phe He 



<210> 1178 

<211> 314 

<212> PRT 

<213> Unknovm (H38g95 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (314) 

<223> Xaa = Any Amino Acid 

<400> 1178 

Met His Gin Gly Asn Xaa Thr Thr Val Ser Lys Phe Phe Leu Leu Gly 

1 5 10 15 

He Thr Thr Lys Pro Lys Glu Gin Gin Phe He Phe Met Leu Phe Leu 

20 25 30 

Cys Thr Tyr Leu Val Thr Met Val Arg Asn Leu Leu He He Leu Ala 

35 40 45 

Val Val Ser Asp Ala His Leu His Gly Pro He Tyr Phe Phe Leu Ala 

50 55 60 

Asn Leu Ser Phe Thr Asn Val Cys He Thr Thr Thr Thr Val Pro Lys 
65 70 75 80 

He Leu Ala Asp He Gin Ser Gin Asn Ser Thr He Ser Phe Glu Gly 

85 90 95 

Cys Pro Ala Gin Met Xaa Phe Xaa He Phe Leu Val Asp Leu Asp Asn 

100 105 110 

Phe Leu Leu Val Asp Met Ala Tyr Asn Xaa Tyr He Ala He Cys His 

115 120 125 

Pro Leu His Tyr Thr Val Val Val Leu Ser Pro Lys Asn Cys Ala Leu 

130 135 140 

Leu Val Val Thr Pro Trp Val He Ser Asn Leu Val Ser He Leu His 
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145 150 155 160 
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He 
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<210> 1179 




























<211> 314 




























<212> PRT 




























<213> Unknown (H3 8g96 protein) 
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<223> Synthetic 


construct 
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<211> 331 




























<212> PRT 




























<213> Unknown (H3 8g97 protein) 
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<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (331) 
























<223> Xaa = 
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Amino Acid 
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Met Ala 


Ala 


Glu 


Asn 


Ser 


Ser 


Ser 


val 


X XIX 


V7-L U 


Phe 


He 


Leu 


Ala 


Glv 


1 






5 










1 0 
1 \J 










15 




Leu lie 


His 


Gin 


Pro 


Glv 


Leu 


Gin 


V d X 


ST X. Kf 


Val 


Phe 


Phe 


Leu 


Phe 


Leu 
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210 
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220 
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Ser 
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290 295 300 

Phe Ser Arg lie Ser Phe Ser Glu Lys Asn Phe Arg Asn Arg Lys Glu 
305 310 315 320 

lie Leu Gly Phe Phe Xaa Asn Gin lie Ala Phe 
325 330 

<210> 1181 
<211> 314 
<212> PRT 

<213> Unknown (H3 8g98 protein) 
<220> 

<223> Synthetic construct 
<400> 1181 

Met Ser Asn Glu Asp Met Glu Gin Asp Asn Thr Thr Leu Leu Thr Glu 

15 10 15 

Phe Val Leu Thr Gly Leu Thr Tyr Gin Pro Glu Trp Lys Met Pro Leu 

20 25 30 

Phe Leu Val Phe Leu Val lie Tyr Leu lie Thr lie Val Trp Asn Leu 

35 40 45 

Gly Leu lie Ala Leu lie Trp Asn Asp Pro Gin Leu His lie Pro Met 

50 55 60 

Tyr Phe Phe Leu Gly Ser Leu Ala Phe Val Asp Ala Trp lie Ser Ser 
65 70 75 80 

Thr Val Thr Pro Lys Met Leu Val Asn Phe Leu Ala Lys Asn Arg Met 

85 90 95 

He Ser Leu Ser Glu Cys Met He Gin Phe Phe Ser Phe Ala Phe Gly 

100 105 110 

Gly Thr Thr Glu Cys Phe Leu Leu Ala Thr Met Ala Tyr Asp Arg Tyr 

115 120 125 

Val Ala He Cys Lys Pro Leu Leu Tyr Pro Val lie Met Asn Asn Ser 

130 135 140 

Leu Cys He Arg Leu Leu Ala Phe Ser Phe Leu Gly Gly Phe Leu His 
145 150 155 160 

Ala Leu He His Glu Val Leu He Phe Arg Leu Thr Phe Cys Asn Ser 

165 170 175 

Asn He He His His Phe Tyr Cys Asp He He Pro Leu Phe Met He 

180 185 190 

Ser Cys Thr Asp Pro Ser He Asn Phe Leu Met Val Phe He Leu Ser 

195 200 205 

Gly Ser He Gin Val Phe Thr He Val Thr Val Leu Asn Ser Tyr Thr 

210 215 220 

Phe Ala Leu Phe Thr He Leu Lys Lys Lys Ser Val Arg Gly Val Arg 
225 230 235 240 

Lys Ala Phe Ser Thr Cys Gly Ala His Leu Leu Ser Val Ser Leu Tyr 

245 250 255 

Tyr Gly Pro Leu He Phe Met Tyr Leu Arg Pro Ala Ser Pro Gin Ala 

260 265 270 

Asp Asp Gin Asp Met He Asp Ser Val Phe Tyr Thr He He He Pro 

275 280 285 

Leu Leu Asn Pro He He Tyr Ser Leu Arg Asn Lys Gin Val He Asp 

290 295 300 

Ser Phe Thr Lys Met Val Lys Arg Asn Val 
305 310 

<210> 1182 
<211> 313 
<212> PRT 

<213> Unknown (H38g99 protein) 
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<220> 

<223> Synthetic construct 



<400> 1182 



wet 


ulu 




Lys 


nail 


Leu 


X 111 


Ser 


X 








5 








rne 


Ser 


oil! 




Leu 


\D 1U 


V3XU 






















Met 


Tyr 


Leu 


Val 


i nr 


v ax 


nla 


















lie 


Jiie 


x nr 


Asp 


i nr 


v?in 


Leu 


ni t> 














cc 

17 Zj 


• 


Asn 


Leu 


Cor 

oer 


Leu 


Ala 
xiia 


Asp 


Ala 
nia 


Cys 












/ U 






Met 


Leu 


Ala 


Asn 


lie 


(jin 


lie 


bin 










Q C 
OJ 








Cys 


Leu 


Leu 


bin 


Leu 


Tyr 


rfie 


rne 








lOO 










Phe 


Leu 


Leu 


JV "1 — 

Ala 


val 


Met 


Ala 


Tyr 






115 










1ZU 


Pro 


Leu 


His 


Tyr 


lie 


Leu 


lie 


Met 




130 










lJD 




Val 


Ser 


Ala 


Ser 


Trp 


"T" 1 _ 

lie 


Met 


Asn 


145 










150 






Leu 


Leu 


Met 


Asn 


Ser 


Leu 


Ser 


Pne 










165 








Phe 


Phe 


Cys 


Asp 


-w- T _ 

He 


Asn 


Pro 


Leu 








180 










Phe 


Thr 


Asn 


Glu 


Leu 


Val 


He 


Pne 






195 










200 


lie 


Cys 


Val 


Leu 


Cys 


Leu 


He 


lie 




210 










Z Id 




lie 


Leu 


Lys 


lie 


Pro 


Ser 


7k "1 

Ala 


Gin 


225 










230 






Cys 


Ser 


Ser 


His 


Leu 


Ser 


Val 


Val 










245 








Cys 


Val 


Asp 


Phe 


Ser 


Ser 


Pro 


Ser 








260 










Val 


Ala 


Ser 


Val 


Met 


Tyr 


Thr 


Val 






275 










280 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Gin 


Glu 




290 










295 




He 


Trp 


Val 


Arg 


Lys 


He 


His 


Ser 


305 










310 







<210> 1183 
<211> 310 
<212> PRT 

<213> Unknown (H3 8gl00 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (310) 

<223> Xaa = Any Amino Acid 

<400> 1183 

Met Glu Glu Glu Asn Ala Thr Leu 

1 5 
Leu Leu Tyr Gin Pro Gin Trp Lys 



He 


Ser 


Glu 


Cvs 


Phe 


Leu 


Leu 


Glv 




10 










15 




Lys 


Pro 


Leu 


Phe 


Glv 


Ser 


Phe 


Leu 


25 










30 






£51 v 


Asn 


Leu 


Leu 


He 


He 


Leu 


Val 










45 








Thr 


Pro 


Met 




Phe 


Phe 


Leu 


Ala 








60 










it lit: 


V dl 


OCX 


X 111 


Thr 


V dl 


X^X *J 


Lys 






/ j 










80 


Ser 


VJlll 


Ala 


Tip 
lie 


•jCJ. 


iyx 


Ser 


Glv 














95 




wee 


Leu 


Dho 


val 


Mp t- 

i T lt5 U 


L6U 


ulu 


Ala 


1 KJ d 










110 






Asp 


Cys 


Tyr 


Val 


Ala 
nla 


11c 


Cys 


n i o 










1 Z D 








Ser 


Pro 


oiy 


Leu 


Cys 


lie 


pV»o 


Leu 








1 AO 
1 ft u 










Ala 


Leu 


HIS 


Ser 


Leu 


Leu 


TT * „ 

HIS 


i nr 






1j J 










1DU 


Cys 


Ala 


Asn 


HIS 


LilU 


lie 


Pro 


HIS 




1 / U 










1 / J 




Leu 


Ser 


Leu 


Ser 


Cys 


i nr 


Asp 


Pro 


IOC 

lob 










i on 
iyu 






lie 


Tnr 


Gly 


tsiy 


Leu 


rr»Vi -w 

xnr 


pi., 
vjiy 


Leu 










OAR 








Ser 


Tyr 


i nr 


Asn 


Veil 


r lit; 


Cor 
Del 


X 111 








220 










Gly 


Lys 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 






235 










240 


Ser 


Leu 


Phe 


Phe 


Gly 


Thr 


Ser 


Phe 




250 










255 




Thr 


His 


Ser 


Ala 


Gin 


Lys 


Asp 


Thr 


265 










270 






Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Phe 










285 








He 


Lys 


Ser 


Ser 


Leu 


Arg 


Lys 


Leu 








300 










Pro 
















Leu 


Thr 


Glu 


Phe 


Val 


Leu 


Thr 


Gly 




10 










15 




He 


Pro 


Leu 


Phe 


Leu 


Thr 


Phe 


Leu 
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20 25 30 

Val He Tyr Leu He Thr He Met Gly Asn Leu Gly Leu He Ala Val 

35 40 45 

He Trp Lys Asp Pro His Leu Gin He Pro Met Tyr Leu Leu Leu Gly 

50 55 60 

Asn Leu Ala Phe Val Asp Ala Trp He Ser Ser Thr Val Thr Pro Lys 
65 70 75 80 

Met Leu Asn Asn Phe Leu Ala Lys Ser Lys Met Val Ser Leu Pro Glu 

85 90 95 

Ser Lys He Gin Phe Phe Ser Phe Ala He Ser Val Thr Thr Glu Cys 

100 105 no 

Phe Leu Leu Ala Thr Met Ala Tyr Asp Arg Tyr Val Ala He Cys Lys 

115 120 125 

Pro Leu Leu Tyr Pro Ala He Met Thr Asn Gly Leu Cys He Arg Leu 

130 135 140 

Leu Gly Gly Leu Leu His Ala Leu He His Glu Gly Phe Leu Phe Arg 
145 150 155 160 

Leu Thr Phe Cys Asn Ser Asn Val Val His His He Tyr Cys Asp He 

165 170 175 

He Pro Leu Ser Lys He Ser Cys Thr Asp Ser Ser He Asn Phe Leu 

180 185 190 

Met Val Phe He Phe Ser Gly Ser He Gin Val Phe Thr He Gly Thr 

195 200 205 

Gly Leu He Ser Tyr Thr Phe Val Leu Phe Thr He Leu Lys Lys Lys 

210 215 220 

Ser Val Lys Gly He Arg Lys Ala Phe Ser Thr Cys Gly Ala His Leu 
22 5 230 235 240 

Leu Ser Val Ser Leu Tyr His Gly Pro Leu Asp Phe Met Tyr Met Gly 

245 250 255 

Ser Ala Ser Pro Gin Ala Asp Asp Glu Asp Met Met Glu Ser Leu Phe 

260 265 270 

Tyr Thr Val He Val Pro Leu Leu Asn Pro Met Thr Tyr Ser Leu Arg 

275 280 285 

Asn Lys Gin Val He Ala Ser Phe Thr Lys Met Phe Lys Arg Asn Asn 

290 295 300 

He Xaa He Ser Tyr Ser 
305 . 310 

<210> 1184 
<211> 231 
<212> PRT 

<213> Unknown (H38gl01 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (231) 

<223> Xaa = Any Amino Acid 

<400> 1184 

Phe Cys Leu Phe Pro Ala Thr Val Ser Lys Ala Val Val Lys Phe Leu 

1 5 io 15 

Ala Glu Thr He Ser Phe Ser Tyr Tyr Val He Gin Met Leu Val Phe 

20 25 30 

Leu Phe Phe Val Thr Thr Glu Cys Asn Leu Leu Ala Ser Leu Gly Lys 

35 40 45 

Asp He Tyr Met Pro He Arg Gin Pro Met Leu Tyr Pro Val Thr Met 

50 55 60 

Ser Gin Val Cys Cys He Gin Leu Val Ala Ser Cys Tyr Gly His Gly 
65 70 75 80 
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vdj. 


Tip 

lie 


nib 


X XXX 




nic 


UCU 


Gly Gly 


Ser 


He 


Ser 


X J.C 


pho 


Ala 


Phe 










ft S 










90 










95 




Cys 


Lys 


Ser 


111 




Tip 
lie 


Tip 
lie 


Car 
ocl 


PVip 


Phe 


Gly Asp 


OCX 


Phe 


Pro 


Leu 








1 KJKJ 










1 0^ 

iVJ 










110 






Leu 


vax 


Leu 


Ser 


Cys 


Del 




1 XIX 


xyx 


He 


Met 


Asn 


Ser 


Leu 


Phe 


Phe 






I 1 c 

II J 










1 Oft 
l^U 










125 








rrxle 


rnr 


f*l -\r 


Cys 


Phe 


He 


Trp 


lit; u 


OCX 


OCX 


Xaa 


Pro 


vax 


lie 


Leu 


Val 




i ->n 
1JU 








X J J 










140 










Ser 


HIS 


rie u 


ru6 


He 


He 


val 


1 XIX 


php 
rile 


Xj t- LI 


Arg 


He 




Ser 


Val 


Val 


1 










150 










155 










160 


Vex J. 


r*i it 

V»1U 


Ser 


Lys 


Gly 


Phe 


Leu 


nla 




Ser 


Ser 


His 


Leu 


Thr 


Ala 


He 










165 










X / V 










175 




He 


Leu 


Phe 


Tyr 


Gly Asp 


He 


Met 


Ser 


Leu 


Tyr Met 


Xaa 


His 


Ser 


Ser 








180 










1 ft R 

lO 3 










190 






Asn 


Tyr 


Phe 


Leu 


Asn 


Gin 


Asp 


bin 




Val 


Ser 


He 


Phe 


TVr 
xyx 


Met 


Val 






195 




















205 








Arg 


He 


Leu 


Leu 


Leu 


Ser 


Pro 


He 


He 


xyr 


Cys 


Leu 


lie 


Lys 


Met 


Gin 




210 










215 










220 










Val 


He 


Cys 


Phe 


Leu 


Glu 


Asn 




















225 










230 






















<210> 1185 




























<211> 216 




























<212> PRT 




























<213> Unknown (H38gl02 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1).. 


. (216) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1185 




























Leu 


Phe 


Phe 


Phe 


Val 


Xaa 


His 


Ser 


lie 


Leu 


Thr 


Xaa 


Ada 


fi i> 


biy 


Val 


1 








5 










xU 










1 3 




Lys 


Glu 


He 


Trp 


Tyr 


Phe 


Gin 


Glu 


pne 


Leu 


Thr 


Tyr 


Pro 


Arg 


nxs 


Arg 








20 


























Xaa 


Leu 


Leu 


Phe 


Val 


Ser 


Ser 


Cys 


Met 


Tyr 


Tyr 


Ser 


ber 


Arg 


ne 


irne 






35 










40 


















Leu 


Arg 


Arg 


Thr 


Val 


Asn 


He 


Leu 


riie 


Leu 


Leu 


Lys 


Val 


Tip 

ne 


Ser 


Leu 




50 










55 










60 










Leu 


Cys 


Tyr 


Gly 


Ser 


Lys 


Leu 


Ser 


Leu 


irne 


He 


Phe 


Val 


Val 


X 111 


nXa 


65 










70 










75 










fifl 
o \j 


Glu 


Phe 


Xaa 


Leu 


Leu 


Ala 


Ser 


Arg 


lie 


Cys 


His 


Cys 


Tyr 


Tip 
lie 


Tl <=» 
lie 


Tip, 
XlC 










85 










qn 










95 




Cys 


Asn 


Pro 


Phe 


Ser 


Thr 


Gin 


Phe 


Ser 


nib 


Xaa 


Lys 


T All 

XjfcS IX 


xjt; vx 


He 


Ser 








100 










1UD 










110 

XXV 






He 


Leu 


Thr 


Ala 


His 


Tyr 


Asn 


Lys 


Arg 


Val 


Cys 


He 


QCX 


Tl <=» 
lie 


Thr 

X I XX 


Thr 

X XXX 






115 










120 










X J 








Ser 


Asn 


Thr 


Met 


Ser 


Xaa 


Leu 


Phe 


rflc 


vjiy 


Arg 


Ser 


Asn 


Val 


Val 


Asn 




130 










135 










140 










Asn 


Phe 


Ser 


Asp 


Leu 


Leu 


Leu 


Leu 


Lieu 


Asp 


Leu 


Ser 


Cys 


Thr 

X XXX 


rile 


vax 


145 










150 










155 










1DU 


Ser 


Phe 


Xaa 


Ser 


Pro 


Ser 


Gin 


Leu 


Pro 


Asp 


His 


Ser 


Pro 


Gly 


Pro 


His 










165 










170 










175 




Asn 


Phe 


He 


He 


Val 


Val 


Asn 


He 


Lys 


He 


Xaa 


Leu 


Ala 


Glu 


Gly 


Lys 








180 










185 










190 






His 


Lys 


Asp 


Phe 


Ser 


He 


Cys 


Pro 


Leu 


Xaa 


Phe 


Ala 


Thr 


Val 


Ser 


Asn 






195 










200 










205 








Phe 


Leu 


Met 


Ala 


His 


He 


His 


He 
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210 215 

<210> 1186 
<211> 312 
<212> PRT 

<213> Unknown (H3 8gl03 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (312) 

<223> Xaa = Any Amino Acid 



<400> 1186 



nit; 


Mot- 
ile u 




Asn 


Arg 


Asn 


Tie 


Val 


Thr 










5 










OCX 




Aon 


Lys 


Asn 


He 


Glu 


Val 


Phe 








20 










25 




Tyr 


Tl o 
lie 


Ala 


He 


Trp 


1*1 1= L- 


VJlU 


Asn 
















40 






Tyr 


Tlo 

US 


Xaa 


Leu 


He 


Asp 


VJIII 






D U 
















T 

Leu 


Ala 

Aid 


Leu 


Ser 


Asp 


Leu 


Pvc 


j/yir 


He 












70 








wee 




Asp 


Leu 


Leu 


Thr 


ui u 


Arg 


ys 










85 










Mot* 

11 tr L 


Tl o 

J-J.tr 


ulll 


Leu 


Phe 


He 


Thf 

X Hi 


His 


Phe 








100 










105 


Tip 

x it; 


Leu 




Ala 


Met 


Ala 




Asp 


His 






115 










120 




Leu 


His 


Tyr 


Thr 


He 


He 


Thr 


Thr 


Lys 




130 










135 






lie 


Ala 


Cys 


Trp Thr Gly 


Gly 


Phe 


He 


145 










150 








Leu 


Thr 


He 


Phe 


Leu 


Pro 


Phe 


Cys 


Gly 










165 










Phe 


Cys 


Tyr 


Val 


Tyr 


Pro 


Leu 


Leu 


Lys 








180 










185 


Arg 


He 


Gly 


Phe 


Leu 


Val 


He 


Val 


Asn 






195 










200 




Ala 


Phe 


Val 


He 


Leu 


Met 


Val 


Ser 


Tyr 




210 










215 






Arg 


Val 


Tyr 


Ser 


Ala 


Glu 


Ser 


His 


Thr 


225 










230 








Ser 


His 


He 


He 


Val 


Val 


Val 


Leu 


Phe 










245 










Tyr 


He 


Arg 


Pro 


Ala 


He 


Thr 


Phe 


Pro 








260 










265 


Phe 


Cys 


Ala 


He 


He 


Ala 


Pro 


Met 


Phe 






275 










280 




Arg 


L y s 


Val 


Glu 


Met 


Lys 


Asn 


Ala 


Val 




290 










295 






Leu 


Leu 


Leu 


Ala Arg Lys 


Xaa 


Leu 
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<210> 1187 
<211> 308 
<212> PRT 

<213> Unknown (H38gl04 protein) 
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Val 


Phe 


He 


Leu 


Leu Gly 


Leu 


10 










15 






Phe 


Val 


Leu 


Phe 


Val 


Phe 










30 






Phe 


He 


He 


Met 


He 


Ser 


He 








45 








Met 


Tyr 


Phe 


Phe 


Leu 


Asn 


Tvr 






60 










Cor 


Thr 


Val 


Ala 


Pro 


Lvs 


Leu 




75 










80 


He 


Val 


Ser 




Asn 


Asn 


Cys 


90 










95 




Leu 


Gly Asp 


He 


Glu 


He 


Phe 










110 






Tyr 


He 


Ala 


He 


Cys 


Lys 


His 








125 








Gin 


Ser 


Cys 


Asn 


Thr 


He 


He 






140 










His 


Ser 


Ala 


Ser 


Gin 


Phe 


Leu 




155 










160 


Leu 


Asn 


Glu 


He 


Asp 


Gin 


Tyr 


170 










175 




Leu 


Ala 


Arg 


He 


Asp 


He 


Tyr 










190 






Ser 


Gly 


Leu 


He 


Ser 


Leu 


Leu 








205 








Tyr 


Leu 


He 


Leu 


Ser 


Thr 


He 






220 










Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


Ser 




235 










240 


Phe 


Val 


Pro 


Ala 


Leu 


Phe 


He 


250 










255 




Glu Asp 


Lys 


Val 


Phe 


Val 


Leu 










270 






Ser 


Leu 


Leu 


He 


Tyr 


Met 


Leu 








285 








Arg 


Lys 


Met 


Trp 


Cys 


His 


Gin 



300 
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<220> 

<223> Synthetic construct 



<400> 1187 



Met 


Ala 


Met 


Asp 


Asn 


Val 


Thr 


Ala 


Val 


Phe Gin Phe 


Leu 


Leu 


He 


Gly 


1 






5 










10 






15 




lie 


Ser 


Asn 


Tvr 


Pro 


Gin 


Trp 


Arg 


Asp 


Thr Phe Phe 


Thr 


Leu 


Val 


Leu 








20 










25 






30 






Tip 


Tie* 

X Xc 


±yx 


Leu 


Ser 


Thr 


Leu 


Leu Gly Asn Gly Phe 


Met 


He 


Phe 


Leu 






35 










40 






45 








lie 


His 


Phe 


Asp 


Pro 


Asn 


Leu 


His 


Thr 


Pro He Tyr 


Phe 


Phe 


Leu 


Ser 












55 






60 








Gin 


Asn 


T .011 


Ser 


Phe 


Leu 




Leu 


Cys Tyr Gly Thr Ala 


Ser 


Met 


Pro 












70 








75 








80 


/\xcl 


Leu 


vcix 


His 


Cys 


Phe 


Ser 


Thr 


His 


Pro Tyr Leu 


Ser 


Tyr 


Pro 


Arg 










85 










90 






95 




Cys 


Leu 


hid 


Gin 


Thr 


Ser 


Val 


Ser 


Leu 


Ala Leu Ala 


Thr 


Ala 


Glu 


Cys 






1 00 
X w 










105 






110 






Leu 


Leu 


Leu 


A 1 A 

/\Xci 


AT a 


Met 


Ala 


Tyr 


Asp 


Arg Val Val 


Ala 


He 


Ser 


Asn 






IIS 

X X J 










120 






125 








Pro 


Leu 


Arg 


Tyr 




Val 


Val 


Met Asn Gly Pro Val 


Cys 


Val 


Cys 


Leu 




130 










135 






140 










vai 


Ala 


1 IIZT 




xxp 


v>xy 


Thr 


Ser 


Leu 


Val Leu Thr 


Ala 


Met 


Leu 


He 


145 










1 SO 








155 








160 


Leu 


Ser* 


Leu 


Arg 


Leu 




Phe 


Cys Gly Ala Asn Val 


He 


Asn 


His 


Phe 








X U -J 










170 






175 




Ala 


Cys 


bill 


lie 


Leu 






He 


Lys 


Leu Thr Cys 


Ser 


Asp 


Thr 


Ser 






1 RO 










185 






190 






Leu 


Asn 


VjJ-U 


rile 


Mot- 
net 


Tip 
lie 


Jj6U 


He 


Thr 


Ser He Phe 


Thr 


Leu 


Leu 


Leu 






195 










200 






205 








IT X. w 


Phe 


Glv 

oxy 


Phe 


Val 


Leu 


Leu 


Ser 


Tyr 


He Arg He 


Ala 


Met 


Ala 


He 




210 










215 






220 










He 


Arg 


He 


Arg 


Ser 


Leu 


Gin 


Gly 


Arg 


Leu Lys Ala 


Phe 


Thr 


Thr 


Cys 


225 






230 








235 








240 


Gly 


Ser 


His 


Leu 


Thr 


Val 


Val 


Thr 


He 


Phe Tyr Gly 


Ser 


Ala 


He 


Ser 








245 










250 






255 




Met 


Tyr 


Met 


Lys 


Thr 


Gin 


Ser 


Lys 


Ser 


Tyr Pro Asp 


Gin 


Asp 


Lys 


Phe 






260 










265 






270 






He 


Ser 


Val 


Phe 


Tyr 


Gly 


Ala 


Leu 


Thr 


Pro Met Leu 


Asn 


Pro 


Leu 


He 






275 










280 






285 








Tyr 


Ser 


Leu 


Arg 


Lys 


Lys 


Asp 


Val 


Lys 
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Leu 
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Thr 























305 



<210> 1188 
<211> 324 
<212> PRT 

<213> Unknown (H3 8gl05 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(324) 

<223> Xaa = Any Amino Acid 

<400> 1188 

Met Glu Ala Glu Asn Leu Thr Glu Leu Ser Glu Phe Leu Leu Leu Gly 

15 10 15 

Leu Ser Met He Leu Asn Cys Ser Pro Phe Leu Phe Gly Leu Phe Leu 
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Met 
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Met Met 


Phe 


Ala 


Gly Met Asp 


Thr 
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He 


Phe Trp 
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Ala 
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Thr 


225 
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Leu 
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Val 


Val 


Ser Leu 
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Tyr 


Gly Thr Gly Leu 
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Ser 


Ser 


Ala 


Val 
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Ser 
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Ser 


Ser 


Ser 
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Met 
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Met 
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Val Thr 
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Met 
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285 
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He 
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Arg 
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Asp Val Lys 


Gly Ala 


Leu Gly Arg 


Leu 
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Ser 


Arg 


Ala 


Ala 
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Cys 


Pro 


Leu Thr 


Val 


His 


Asn 


Leu Arg 


Thr 
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Lys Arg Met Leu 



<210> 1189 
<211> 291 
<212> PRT 

<213> Unknown (H38gl06 protein) 
<220> 

<223> Synthetic construct 



<400> 1189 



Met 


Glu 


Gly 


Phe 


Asn 


Tyr 


Ser 


Arg 
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Thr 


Asp 


Ser 


Pro 


Glu 
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Gin 
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Val 


Phe 
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Met 
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35 










40 


Val 
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Ser 
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His 
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Met 


Ser 


He 
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Met 


Cys 


Leu 


65 
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He 


Met 


Asp 


Phe 


Phe 


Ala 


Leu 


Arg 



85 



Val Ser Glu Phe Met Leu Leu Gly 

10 15 
He Phe Phe Ser Val Val Phe Ser 
25 30 
Gly Asn Cys Leu He Leu Leu Thr 
45 

Ser Arg Met Tyr Phe Leu Leu Ser 
60 

Ser Ser Phe Ala Thr Pro Lys Met 

75 80 
Asn Thr He Ser Phe Glu Gly Cys 
90 95 
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He Ser Gin He Phe Phe Leu His Leu Phe Asn Gly Thr Glu He Val 

100 105 HO 

Leu Leu He Ser Met Ser Phe Asp Arg Tyr He Ala He Cys Lys Pro 

115 120 125 

Leu His Tyr Ser Thr He Met Ser Gin Arg Val Cys Val Glu Leu Val 

130 135 140 

Ala Val Ser Cys Trp Thr Val Gly Phe Leu His Thr Met Ser Gin Leu 
145 150 155 160 

Val Phe Ala Leu Tyr Leu Pro Phe Cys Val Pro Asn Val Val Asp Ser 

165 170 175 

Phe Phe Cys Asp Leu Pro Leu Val He Gin Leu Ala Cys He Asp He 

180 185 190 

Tyr Val Leu Gly Thr Ser Met He Ser Thr Ser Gly Val He Ala Leu 

195 200 205 

He Ser Phe Leu Leu Leu Leu Thr Ser Tyr He He Val Leu Asn He 

210 215 220 

Val Arg Asp Tyr Ser Ser Thr Gly Ser Ser Lys Ala Leu Ser Thr Cys 
225 230 235 240 

Thr Ala His Phe He Val Val Leu Met Phe Phe Gly Pro Cys He Phe 

245 250 255 

He Tyr Val Trp Pro Ser Thr Asn Phe Leu Val Asp Lys He Leu Ser 

260 265 270 

Val Phe Tyr Thr He Phe Thr Pro Phe Leu Asn Pro Leu He Tyr Thr 

275 280 285 

Leu Arg Asn 
290 

<210> 1190 
<211> 328 
<212> PRT 

<213> Unknown (H38gl07 protein) 
<220> 

<223> Synthetic construct 
<400> 1190 

Tyr Thr Glu Pro Gin Asn Leu Thr Gly Val Ser Glu Phe Leu Leu Leu 

15 10 15 

Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Tyr Leu Val Thr Val Leu Gly Asn Leu Leu He He Leu 

35 40 45 

Ala Val Ser Ser Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Ala Asp He Gly Phe Thr Ser Thr Thr Val Pro 
65 70 75 80 

Lys Met He Val Asp Met Gin Thr His Ser Arg Val He Ser Tyr Glu 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Phe Phe Val Leu Phe Ala Cys Met Asp 

100 105 HO 

Asp Met Leu Leu Ser Val Met Ala Tyr Asp Arg Phe Val Ala He Cys 

115 120 125 

His Pro Leu His Tyr Arg He He Met Asn Pro Arg Leu Cys Gly Phe 

130 135 140 

Leu He Leu Leu Ser Phe Phe He Ser Leu Leu Asp Ser Gin Leu His 
145 150 155 160 

Asn Leu He Met Leu Gin Leu Thr Cys Phe Lys Asp Val Asp He Ser 

165 170 175 

Asn Phe Phe Cys Asp Pro Ser Gin Leu Leu His Leu Arg Cys Ser Asp 

180 185 190 

Thr Phe He Asn Glu Met Val He Tyr Phe Met Gly Ala He Phe Gly 
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Val 
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Lys 


Ser 


Met 


Val 
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Val 


Met 
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280 


Val 
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Pro 


Met 
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Tyr 
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Arg 
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He 
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Ser 
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Arg 
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Phe 
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He 
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Asn Gly 


Ser 
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He 
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<210> 1191 
<211> 325 
<212> PRT 

<213> Unknown (H38gl08 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (325) 

<223> Xaa = Any Amino Acid 



<400> 1191 
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Val 
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Gly 
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Val 
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Met 
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Met 


Ala 
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Arg 
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Val 
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Leu 


Arg 
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He 
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Ser 
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Cys 


Val 


Ala 


Leu 


Ser 


Tyr 


He 


Leu 




210 










215 










220 










He 


He 


His 


Ser 


Val 


Leu 


Asn 


He 


He 


Ser 


Ser 


Glu 


Gly 


Arg 


Arg 
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225 230 235 240 
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Ala Phe Asp Thr Cys Gly Ser His lie Gly Ala Val Ala Val Phe Tyr 

245 250 255 

lie Pro Trp Val Val Leu Ser Val Val His Arg Phe Phe His Lys Ala 

260 265 270 

Ser Pro Tyr Val His Pro Leu Leu Ser Asn He Tyr Phe Leu Gly Pro 

275 280 285 

Ser Arg Leu Asn Pro He He Tyr Ser Val Lys Thr Lys Gin He Arg 

290 295 300 

Arg Ala He Leu Lys Leu Phe Gin Thr Lys Ser Lys Glu Met Xaa Trp 
305 310 315 320 

Gly Leu Phe Phe Leu 
325 



<210> 1192 
<211> 295 
<212> PRT 

<213> Unknown (H38gl09 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (295) 

<223> Xaa - Any Amino Acid 



<400> 1192 
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275 280 285 

Xaa Val Arg Lys Gly Ser Lys 
290 295 

<210> 1193 
<211> 320 
<212> PRT 

<213> Unknown (H38gll0 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1193 
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<210> 1194 
<211> 318 
<212> PRT 
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<213> Unknown (H38glll protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(318) 

<223> Xaa = Any Amino Acid 



<400> 1194 
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<210> 1195 
<211> 350 
<212> PRT 

<213> Unknown (H38gll2 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1)...(350) 
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<223> Xaa = Any Amino Acid 
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<210> 1196 
<211> 320 
<212> PRT 

<213> Unknown (H38gll3 protein) 
<220> 

<223> Synthetic construct 
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<210> 1197 
<211> 315 
<212> PRT 

<213> Unknown (H38gll4 protein) 
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<223> Synthetic construct 
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<210> 1198 
<211> 289 
<212> PRT 

<213> Unknown (H38gll5 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (289) 

<223> Xaa = Any Amino Acid 
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<210> 1199 
<211> 174 
<212> PRT 

<213> Unknown (H38gll6 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (174) 

<223> Xaa = Any Amino Acid 
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<211> 318 
<212> PRT 

<213> Unknown (H38gll7 protein) 
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<223> Synthetic construct 
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<221> VARIANT 

<222> (1) . . . (318) 

<223> Xaa = Any Amino Acid 
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15 




Leu 


Gin 


Thr 


Gly 


Leu 


Ser 


Gly 


Leu 


Glu 


Ser 


Arg 


Tyr 


Asp 


Leu 


He 


Ser 








20 










25 










30 






Leu 


Pro 


He 


Phe 


Leu 


Val 


Tyr 


Ala 


Thr 


Ser 


He 


Ala 


Gly 


Asn 


He 


Ser 






35 










40 










45 








lie 


Leu 


Phe 


He 


He 


Arg 


Thr 


Glu 


Ser 


Ser 


Leu 


His 


Gin 


Pro 


Met 


Tyr 




50 










55 










60 










Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ala 


Phe 


Thr 


Asp 


Leu 


Gly Leu 


Ser 


Asn 


Thr 


65 










70 










75 










80 


Thr 


Leu 


Pro 


Thr 


Met 


Phe 


Ser 


Val 


Phe 


Trp 


Phe 


His 


Ala 


Arg 


Glu 


He 










85 










90 










95 




Ser 


Phe 


Asn Ala 


Cys 


Leu 


Val 


Gin 


Met 


Tyr 


Phe 


He 


His 


Val 


Phe 


Ser 








100 










105 










110 






lie 


He 


Glu 


Ser 


Ala 


Val 


Leu 


Leu 


Ala 


Met 


Ala 


Phe 


Asp 


Cys 


Phe 


He 






115 










120 










125 








Ala 


He 


Xaa 


Glu 


Pro 


Leu 


Arg 


Tyr 


Ala 


Ala 


He 


Leu 


Thr 


Asn 


Asp 


Val 




130 










135 










140 










lie 


He 


Gly 


He 


Gly 


Leu 


Ala 


He 


Ala 


Gly Arg 


Ala 


Leu 


Ala 


Leu 


Val 


145 










150 










155 










160 


Phe 


Pro 


Ala 


Ser 


Phe 


Leu 


Leu 


Lys 


Arg 


Leu 


Gin 


Tyr 


His 


Asp 


Val 


Asn 










165 










170 










175 




lie 


Leu 


Ser 


Tyr 


Leu 


Phe 


Cys 


Leu 


His 


Gin Asp 


Leu 


He 


Lys 


Thr 


Thr 








180 










185 










190 






Val 


Ser 


Asn 


Cys 


Arg 


Val 


Ser 


Ser 


He 


Tyr 


Gly 


Leu 


Met 


Val 


Val 


He 






195 










200 










205 








Cys 


Ser 


Met Gly Leu 


Asp 


Ser 


Val 


Leu 


Leu 


Leu 


Leu 


Ser Tyr Val 


Leu 




210 










215 










220 










He 


Leu 


Gly Thr Ala 


Leu 


Ser 


He 


Ala 


Ser 


Lys 


Ala Glu Arg Val 


Arg 


225 










230 










235 










240 


Ala 


Leu 


Asn 


Thr 


Cys 


He 


Ser 


His 


He 


Cys 


Ala 


Val 


Leu 


Thr 


Phe 


Tyr 










245 










250 










255 




Thr 


Pro 


Met 


He 


Gly 


Leu 


Ser 


Met 


He 


His 


Arg 


Tyr 


Gly 


Gin 


Asn 


Ala 








260 










265 










270 






Pro 


His 


He 


Val 


His 


Val 


Leu 


Met 


Ala 


Asn 


Val 


Tyr 


Leu 


Met 


Gly 


Pro 






275 










280 










285 








Pro 


Leu 


Met 


Asn 


Pro 


Val 


Phe 


Tyr 


Ser 


Val 


Lys 


Thr 


Arg 


Gin 


He 


Arg 




290 










295 










3 00 










Asp 


Arg 


He 


Phe 


Gin 


He 


Lys 


Phe 


Arg Asn Met 


Lys 


Cys 


Arg 






305 










310 










315 













<210> 1201 
<211> 315 
<212> PRT 

<213> Unknown <H38gll8 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(315) 

<223> Xaa = Any Amino Acid 

<400> 1201 

Met Glu Glu Glu Asn Ala Thr Leu Leu Thr Glu Phe Val Leu Thr Gly 
15 10 15 
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nV. _ 

rae 


Leu 


Cys 




Gin Gly 


pne 


Leu 








ZU 










Pne 


Leu 


val 


lie 


ASp 


Leu 


lie 


I nr 






3d 










A f\ 

4U 


Fiie 


Leu 


lie 


Trp 


Lys 


Asp 


Pro 


Hi S 




50 














Leu 


Gly 


Ser 


Leu 


Aia 


fiie 


vai 


Asp 












n t\ 
1 u 






Pro 


Lys 


Met 


Leu 


lie 


Asn 


pne 


Leu 










03 








Ser 


GlU 


Cys 


Met 


val 


bin 


pne 


pne 








ion 
1U0 










GlU 


Cys 


Pne 


lie 


Ser 


Ala 


Ser 


Met 






lib 










ion 

lz U 


Cys 


Lys 


Pro 


Leu 


Leu 


Tyr 


Pro 


val 




130 










loo 




Trp 


Leu 


Phe 


Val 


Leu 


Ser 


Phe 


Leu 


145 










150 






His 


Glu 


Gly 


Phe 


Leu 


Phe 


Arg 


Leu 










165 








Gin 


His 


Phe 


Tyr 


Cys 


Asp 


lie 


He 








180 










Asp 


Ser 


Cys 


lie 


Asn 


Phe 


Leu 


Met 






195 










200 


Gin 


Val 


Leu 


Thr 


lie Gly 


lie 


Val 




210 










215 




Phe 


Thr 


lie 


Leu 


Lys 


Lys 


Lys 


Ser 


225 










230 






Ser 


Thr 


Cys 


Gly 


Ala 


His 


Tyr 


He 










245 








Leu 


Leu 


Phe 


Met 


Tyr 


Val 


Gly 


Pro 








260 










Asp 


Met 


Met 


Glu 


Tyr 


Leu 


Phe 


Tyr 






275 










280 


Pro 


Tyr 


Tyr 


Tyr 


Ser 


Leu 


Arg 


Asn 




290 










295 




Lys 


Met 


Leu 


Lys 


Xaa 


Asn 


He 


Cys 


305 










310 







Trp 


Glu 


1 1 t5 




Leu 


Phe 


Leu 


Ala 


25 










30 






He 


Met 


v?xy 


Asn 


i»eu 


o i_y 


Leu 


He 


















Leu 


His 






Met 


A y x 


Leu 


Phe 








60 










Thr Trp 


T 

Leu 


Cor 


Del 


X ill 


Val 


Thr 






/ D 










fin 


Ala 


Lys 


OCT XT 


Lys 


Mpf- 

171 fc; c 


■Lie 


Ser 


Leu 




90 










95 




Ser 


Leu 


Ala 


Tip 
lie 




Val 


X 111 


Thr 


105 
















Ala 


Tyr 


Asp 


Arg 


Tyr 


Ala 




lit; 










1 Z D 








He 


Met 


l nr 


Asn 


v» JLU 


Leu 


Cys 


Tip 

1 its 


















Gly Gly 


Leu 


pne 


Mi* o 

wi s 


Ala 


Leu 


Tl o 

i xe 






ID D 










1 fin 

lOW 


Thr 


Phe 


Cys 


Asn 


Ser 


Asn 


Met 


lie 




170 










1 / J 




Pro 


Leu 


Leu 


Lys 




Ser 


Cys 


1 lii 


185 










1 on 






Phe 


Phe 


lie 


pne 


Ser 


Giy 


ber 


Tift 

lie 










one 
z Ud 








Phe 


Val 


Ser 


Tyr 


Met 


pne 


vai 


Leu 








OTA 

z z U 










Asn 


Lys 


Gly 


lie 


Arg 


GlU 


TV 1 => 

Ala 


pne 






Z _> z> 










240 


Pro 


Leu 


Ser 


Leu 


Cys 


Tyr 


Gly 


Leu 




250 










255 




Ala 


Ala 


Pro 


Gin 


Ala 


Asp 


Asn 


Gin 


265 










270 






Pro 


He 


He 


Val 


Arg 


Leu 


Leu 


Asn 










285 








Lys 


Gin 


Val 


He 


Gly 


Ser 


Leu 


Thr 



300 



He Ala Tyr 
315 



<210> 1202 
<211> 313 
<212> PRT 

<213> Unknown (H38gll9 protein) 
<220> 

<223> Synthetic construct 
<400> 1202 

Met Ser He He Asn Thr Ser Tyr Val Glu He Thr Thr Phe Phe Leu 

15 10 15 

Val Gly Met Pro Gly Leu Glu Tyr Ala His He Trp He Ser He Pro 

20 25 30 

He Cys Ser Met Tyr Leu He Ala He Leu Gly Asn Gly Thr He Leu 

35 40 45 

Phe He He Lys Thr Glu Pro Ser Leu His Gly Pro Met Tyr Tyr Phe 

50 55 60 

Leu Ser Met Leu Ala Met Ser Asp Leu Gly Leu Ser Leu Ser Ser Leu 
65 70 75 80 

Pro Thr Val Leu Ser He Phe Leu Phe Asn Ala Pro Glu Thr Ser Ser 

85 90 95 

Ser Ala Cys Phe Ala Gin Glu Phe Phe He His Gly Phe Ser Val Leu 
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100 105 110 



Glu 


Ser 


Ser 


Val 


Leu 


Leu 


He 


Met 


Ser 


Phe 


Asp 


Arg 


Phe 


Leu 


Ala 


He 






115 










120 










125 








His 


Asn 


Pro 


Leu 


Arg 


Tyr 


Thr 


Ser 


He 


Leu 


Thr 


Thr 


Val 


Arg 


Val 


Ala 




130 










135 










140 










Gin 


He 


Gly 


He 


Val 


Phe 


Ser 


Phe 


Lys 


Ser 


Met 


Leu 


Leu 


Val 


Leu 


Pro 


145 










150 










155 










160 


Phe 


Pro 


Phe 


Thr 


Leu 


Arg 


Ser 


Leu 


Arg 


Tyr 


Cys 


Lys 


Lys 


Asn 


Gin 


Leu 










165 










170 










175 




Ser 


His 


Ser 


Tyr 


Cys 


Leu 


His 


Gin 


Asp 


Val 


Met 


Lys 


Leu 


Ala 


Cys 


Ser 








180 










185 










190 






Asp Asn 


Arg 


He 


Asp 


Val 


He 


Tyr 


Gly 


Phe 


Phe 


Gly Ala Leu 


Cys 


Leu 






195 










200 










205 








Met 


Val 


Asp 


Phe 


He 


Leu 


He 


Ala 


Val 


Ser 


Tyr 


Thr 


Leu 


He 


Leu 


Lys 




210 










215 










220 










Thr 


Val 


Pro 


Gly 


He 


Ala 


Ser 


Lys 


Lys 


Glu 


Glu 


Leu 


Lys 


Ala 


Leu 


Asn 


225 










230 










235 










240 


Thr 


Cys 


Val 


Ser 


His 


He 


Cys 


Ala 


Val 


He 


He 


Phe 


Tyr 


Leu 


Pro 


He 










245 










250 










255 




lie 


Asn 


Leu 


Ala 


Val 


Val 


His 


Arg 


Phe 


Ala 


Gly His 


Val 


Ser 


Pro 


Leu 








260 










265 










270 






He 


Asn 


Val 


Leu 


Met 


Ala 


Asn 


Val 


Leu 


Leu 


Leu 


Val 


Pro 


Pro 


Leu 


Met 






275 










280 










285 








Lys 


Pro 


He 


Val 


Tyr 


Cys 


Val 


Lys 


Thr 


Lys 


Gin 


He 


Arg 


Val 


Arg 


Val 




290 










295 










300 










Val 


Ala 


Lys 


Leu 


Cys 


Gin 


Trp 


Lys 


He 
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<210> 1203 
<2H> 314 
<212> PRT 

<213> Unknown <H38gl20 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(314) 

<223> Xaa - Any Amino Acid 



<400> 1203 



Met 


Glu 


Glu 


Lys 


Asn 


Ala 


Thr 


Leu 


Leu 


Thr 


Glu 


Phe 


Val 


Leu 


Thr 


Leu 


1 








5 










10 










15 




Phe 


Leu 


Tyr 


Gin 


Pro 


His 


Trp 


Lys 


He 


Pro 


Leu 


Phe 


Leu 


Ala 


Phe 


Leu 








20 










25 










30 






Val 


He 


Tyr 


Leu 


He 


Thr 


He 


Phe 


Gly Asn 


Leu 


Gly Leu 


He 


Ala 


Val 






35 










40 










45 








Val 


Trp 


Lys 


Asp 


Pro 


His 


Leu 


His 


He 


Pro 


He 


Tyr 


Leu 


Phe 


Leu 


Glu 




50 










55 










60 










Asn 


Leu 


Ala 


Phe 


Val 


Asp 


Asp 


Leu 


Leu 


Ser 


Ser 


Thr 


Val 


Thr 


Leu 


Lys 


65 










70 










75 










80 


Met 


Leu 


He 


Asn 


Phe 


Phe 


Thr 


Lys 


Ser 


Lys 


Leu 


He 


Ser 


Leu 


Glu 


Cys 










85 










90 










95 




Trp 


He 


His 


Phe 


Phe 


Ser 


Phe 


Ala 


He 


Gly Val 


Thr 


Thr 


Glu 


Cys 


Phe 








100 










105 










110 






He 


Leu 


Ala 


Thr 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Val 


Ala 


He 


Cys 


Lys 


Pro 






115 










120 










125 








Leu 


Leu 


Tyr 


Pro 


Val 


He 


Met 


Thr 


Asn 


Gly 


Leu 


Cys 


He 


Trp 


Leu 


Leu 




130 










135 










140 










He 


Leu 


Ser 


Phe 


Leu 


Gly 


Gly 


Leu 


Leu 


His 


Ala 


Leu 


He 


His 


Glu 


Ala 


145 










150 










155 










160 
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Phe 


OCX 






Leu 


Thr 


Phe 




i eri 

ADll 


o ei 


Asn 


Thr 


He 


His 


His 


Phe 










165 










170 










175 




Xaa 


vys 




lie 




XT L. \J 


Leu 


Leu 


Lys 


Tl «=> 
lie 


i i ie 


v-y i> 


Thr Asp 




o ei 








180 










1 

-1 O _) 










i y \j 






Tip 

-i- i e 


Asn 


Ph» 

flic; 


tr i \j 


Mot* 

lie i- 


Val 
val 


Pho 
rue 


Tic* 
lie 




Cpr 


uys 


Cor 
oei 


Tip 

lie 


\3 111 


Val 

V CI 1 


rue 






195 










200 










9 OR 

^ U J 








Thr 
i in 


Tip 
lie 


wiy 


1 1 ii 


V d 1 


J_i6U 


Val 
veil 


Ser 


Tyr 


Thr 
l ill 


rile 


Val 
val 


Leu 


Car 
oei 


1 111 


Tip 

lie 




^ j. \j 




















990 

4^ \J 










Leu 


Lys 


Lys 


Lys 


ocl 


val 


Lys 


uiy 


Tip 

lie 


Arg 


T,\/C 


no Jw> 


Phe 


Ser 


Thr 

X 111 


vys 


225 










910 

J V 










91 S 
& j j 










240 


vjiy 


Ala 


His 


Tip 
11c 


T.on 
lieu 


XT 1 *J 


Val 
veil 


Oei 


T .on 


A jr r 


Tv/r 


r;i v 


Pro 


Leu 


Ala 


Php 

Jt i ie 










245 










250 










255 




Met 


Tyr 


Val 


Gly 


Ser 


Ala 


Ser 


Gin 


Arg 


Ala 


Asp 


Asp 


Gin 


Asp 


Met 


Met 








260 










265 










270 






Glu 


Ser 


Leu 


Phe 


Tyr 


Thr 


Val 


He 


Val 


Pro 


Leu 


Leu 


Asn 


Pro 


Met 


He 






275 










280 










285 








Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Gin 


Val 


He 


Asp 


Ser 


Phe 


Thr 


Lys 


Met 


Phe 




290 










295 










300 










Lys 


Gly 


Asn 


Asn 


Val 


Xaa 


He 


Ser 


Tyr 


Ser 
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<210> 1204 
<211> 171 
<212> PRT 

<213> Unknown (H38gl21 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(171) 

<223> Xaa = Any Amino Acid 



<400> 1204 



Cys 


Xaa 


Val 


Gin 


Val 


Ser 


Xaa 


Val 


Ala 


Glu 


Lys 


Tyr 


Xaa 


Xaa 


He 


Leu 


1 








5 










10 










15 




Phe 


Val 


Ala 


Leu 
20 


Phe 


Asn 


Lys 


Thr 


Lys 
25 


Ser 


He 


Cys 


Gin 


Pro 
30 


Gin 


Asn 


He 


Ala 


Thr 
35 


Pro 


Arg 


Pro 


Trp 


Ala 
40 


Phe 


Pro 


Gin 


His 


Ser 
45 


Phe 


Thr 


Ser 


Thr 


Ser 


Cys 


Phe Gly 


Gly 


Thr 


Ser 


Thr 


Gly Leu 


Ser 


Xaa 


Ala 


Val 


Lys 




50 










55 










60 










Ser 


Pro 


He 


Ser 


Ser 


Val 


Cys 


Pro 


Leu 


Leu 


Gin 


Leu 


Leu 


Leu 


Gin 


Tyr 


65 










70 










75 










80 


Pro 


Cys 


Asn 


Asn 


He 
85 


Thr 


Cys 


Leu 


Xaa 


Asn 
90 


Ala 


Ala 


Asp 


Arg 


Glu 
95 


Phe 


Leu 


Ser 


Phe 


Xaa 
100 


Asp 


Pro 


Leu 


Leu 


Ala 
105 


Val 


Gly 


Ser 


Phe 


Thr 
110 


He 


Ser 


Ser 


Cys 


Leu 
115 


Leu 


Met 


Leu 


Lys 


Leu 
120 


He 


Ser 


Phe 


Ser 


Ser 
125 


Ser 


Arg 


He 


He 


Ala 
130 


Ser 


Leu 


Leu 


Ser 


Arg 
135 


Cys 


Pro 


Thr 


Glu 


Ser 
140 


His 


Arg 


Ser 


Pro 


Phe 


Xaa 


Tyr 


Ser 


Phe 


Cys 


His 


Leu 


Phe 


Cys 


Leu 


Phe 


Phe 


Phe 


Met 


Thr 


145 










150 










155 










160 


Glu 


Asn 


Pro 


Trp 


Xaa 


Tyr 


Leu 


Xaa 


Phe 


Pro 


Ser 













165 170 



<210> 1205 
<211> 308 
<212> PRT 

<213> Unknown (H38gl22 protein) 
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<220> 

<223> Synthetic construct 
<400> 1205 

Met Asn Thr Thr Leu Phe His Pro Tyr Ser Phe Leu Leu Leu Gly He 

15 10 15 

Pro Gly Leu Glu Ser Met His Leu Trp Val Gly Phe Pro Phe Phe Ala 

20 25 30 

Val Phe Leu Thr Ala Val Leu Gly Asn He Thr He Leu Phe Val lie 

35 40 45 

Gin Thr Asp Ser Ser Leu His His Pro Met Phe Tyr Phe Leu Ala He 

50 55 60 

Leu Ser Ser He Asp Pro Gly Leu Ser Thr Ser Thr He Pro Lys Met 
65 70 75 80 

Leu Gly Thr Phe Trp Phe Thr Leu Arg Glu He Ser Phe Glu Gly Cys 

85 90 95 

Leu Thr Gin Met Phe Phe He His Leu Cys Thr Gly Met Glu Ser Ala 

100 105 110 

Val Leu Val Ala Met Ala Tyr Asp Cys Tyr Val Ala He Cys Asp Pro 

115 120 125 

Leu Cys Tyr Thr Leu Val Leu Thr Asn Lys Val Val Ser Val Met Ala 

130 135 140 

Leu Ala He Phe Leu Arg Pro Leu Val Phe Val He Pro Phe Val Leu 
145 150 155 160 

Phe He Leu Arg Leu Pro Phe Cys Gly His Gin He He Pro His Thr 

165 170 175 

Tyr Gly Glu His Met Gly He Ala Arg Leu Ser Cys Ala Ser He Arg 

180 185 190 

Val Asn He He Tyr Gly Leu Cys Ala He Ser He Leu Val Phe Asp 

195 200 205 

He He Ala He Val He Ser Tyr Val Gin He Leu Cys Ala Val Phe 

210 215 220 

Leu Leu Ser Ser His Asp Ala Arg Leu Lys Ala Phe Ser Thr Cys Gly 
225 230 235 240 

Ser His Val Cys Val Met Leu Thr Phe Tyr Met Pro Ala Phe Phe Ser 

245 250 255 

Phe Met Thr His Arg Phe Gly Arg Asn He Pro His Phe He His He 

260 265 270 

Leu Leu Ala Asn Phe Tyr Val Val He Pro Pro Ala Leu Asn Ser Val 

275 280 285 

He Tyr Gly Val Arg Thr Lys Gin He Arg Ala Gin Val Leu Lys Met 

290 295 300 

Phe Phe Asn Lys 
305 

<210> 1206 
<211> 309 
<212> PRT 

<213> Unknown (H38gl23 protein) 
<220> 

<223> Synthetic construct 
<400> 1206 

Met Glu Glu Glu Asn Ala Thr Leu Leu Thr Glu Phe Val Leu Thr Gly 

1 5 10 15 

Phe Leu His Gin Pro Asp Cys Lys He Pro Leu Phe Leu Ala Phe Leu 

20 25 30 

Val He Tyr Leu He Thr He Met Gly Asn Leu Gly Leu He Val Leu 
35 40 45 
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100 105 110 

Thr Val Met Ala Tyr Asp Cys Tyr Val Val lie Cys Lys Pro Leu Arg 

115 120 125 

Tyr Thr Thr lie Met Lys Gin His Val Cys Ser Leu Leu Val Gly Val 

130 135 140 

Ser Arg Val Gly Gly Phe Leu His Ala Thr lie Gin lie Leu Phe lie 
145 150 155 160 

Phe Gin Leu Pro Phe Cys Ser Ser Asn Val lie Asp His Phe lie Cys 

165 170 175 

Asp Leu Asn Pro Leu Leu Asn Leu Ala Cys Thr Asn Thr His Thr Leu 

180 185 190 

Gly Leu Phe Val Ala Ala Asn Ser Gly Phe lie Cys Leu Leu Asn Phe 

195 200 205 

Leu Leu Leu Leu Val Ser Tyr Val Val lie Leu Tyr Ser Leu Arg Thr 

210 215 220 

His Ser Leu Glu Ala Arg His Lys Gly Leu Ser Thr Cys Val Ser His 
225 230 235 240 

Asn Thr Val Val lie Leu Phe Phe lie Pro Cys lie Phe Val Tyr Met 

245 250 255 

Arg Pro Pro Ala Thr Leu Pro lie Asp Lys Ala Val Ala Val Phe Tyr 

260 265 270 

Thr Met lie Thr Pro Met Leu Asn Pro Leu He Tyr Thr Leu Arg Asn 

275 280 285 

Ala Gin Met Lys Asn Ala He Arg Lys Leu Cys Ser Arg Lys Ala He 

290 295 300 

Ser Ser Val Lys 
305 

<210> 1208 
<211> 321 
<212> PRT 

<213> Unknown (H38gl25 protein) 
<220> 

<223> Synthetic construct 
<400> 1208 

Met Phe Leu Pro Asn Asp Thr Gin Phe His Pro Ser Ser Phe Leu Leu 

15 10 15 

Leu Gly He Pro Gly Leu Glu Thr Leu His He Trp He Gly Phe Pro 

20 25 30 

Phe Cys Ala Val Tyr Met He Ala Leu He Gly Asn Phe Thr He Leu 

35 40 45 

Leu Val He Lys Thr Asp Ser Ser Leu His Gin Pro Met Phe Tyr Phe 

50 55 60 

Leu Ala Met Leu Ala Thr Thr Asp Val Gly Leu Ser Thr Ala Thr He 
65 70 75 80 

Pro Lys Met Leu Gly He Phe Trp He Asn Leu Arg Gly He He Phe 

85 90 95 

Glu Ala Cys Leu Thr Gin Met Phe Phe He His Asn Phe Thr Leu Met 

100 105 110 

Glu Ser Ala Val Leu Val Ala Met Ala Tyr Asp Ser Tyr Val Ala He 

115 120 125 

Cys Asn Pro Leu Gin Tyr Ser Ala He Leu Thr Asn Lys Val Val Ser 

130 135 140 

Val He Gly Leu Gly Val Phe Val Arg Ala Leu He Phe Val He Pro 
145 150 155 160 

Ser lie Leu Leu He Leu Arg Leu Pro Phe Cys Gly Asn His Val He 

165 170 175 

Pro His Thr Tyr Cys Glu His Met Gly Leu Ala His Leu Ser Cys Ala 
180 185 190 
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Ser 


He 


Lys He 


Asn 


He 


He 


Tyr 


Gly 






195 








200 




Val 


Phe 


Asp He 


Thr 


Val 


He 


Ala 


Leu 




210 








215 






Ala 


Val 


Phe Arg 


Leu 


Pro 


Thr 


His 


Glu 


225 








230 








Thr 


Cys 


Gly Ser 


His 


Val 


Cys 


Val 


He 








245 










Leu 


Phe 


Ser Phe 


Met 


Thr 


His 


Cys 


Phe 






260 










265 


lie 


His 


He Leu 


Leu 


Ala 


Asn 


Leu 


Tyr 






275 








280 




Asn 


Pro 


Val He 


Tyr Gly 


Val 


Arg 


Thr 




290 








295 






Lys 


Lys 


He Leu 


Leu 


Gin 


Glu 


Gin 


Gly 


305 








310 









He 



<210> 1209 
<211> 298 
<212> PRT 

<213> Unknown (H38gl26 protein) 
<220> 

<223> Synthetic construct 



<400> 1209 



Met 


Arg 


Asn 


His 


Thr 


Met 


Val 


Thr 


Glu 


1 








5 










Glu 


Thr 


Glu 


Gly 


Leu 


Glu 


Thr 


Ala 


Leu 








20 










25 


Tyr 


Leu 


Cys 


Thr 


Leu 


Leu 


Gly 


Asn 


Val 






35 










40 




Ser 


Ser 


Thr 


Arg 


Leu 


His 


Thr 


Pro 


Met 




50 










55 






Ser 


He 


Phe 


Asp 


Leu 


Gly 


Phe 


Ser 


Ser 


65 










70 








Phe 


Tyr 


Leu 


Ser 


Gly 


Asn 


Ser 


His 


Ala 










85 










Ser 


Gin 


Leu 


Phe 


Phe 


Tyr 


His 


Phe 


Leu 








100 










105 


Tyr 


Thr 


Val 


Met 


Ala 


Cys 


Asp 


Arg 


Phe 






115 










120 




Arg 


Tyr 


Thr 


Val 


He 


Met 


Asn 


His 


Arg 




130 










135 






Gly 


Thr 


Trp 


Met 


He 


Gly 


Cys 


Val 


His 


145 










150 








Thr 


Phe 


Gin 


Leu 


Pro 


Tyr 


Cys 


Gly 


Pro 










165 










Cys 


Asp 


He 


Pro 


Ala 


Val 


Leu 


Pro 


Leu 








180 










185 


Ala 


Gin 


Arg 


Val 


Gly 


Phe 


Thr 


Asn 


Val 






195 










200 




Phe 


Phe 


Leu 


He 


Leu 


Val 


Ser 


Tyr 


Thr 




210 










215 






Lys 


He 


Arg 


Ser 


Ala 


Glu 


Gly 


Arg 


Gin 


225 










230 








Ala 


His 


Leu 


Thr 


Ala 


He 


Leu 


Cys 


Ala 










245 










Tyr 


Leu 


Gin 


Pro 


Asn 


Pro 


Ser 


Ala 


Leu 



PCT/US00/27582 



Leu 


Cys 


Ala 


He 


Cys 


Asn 


Leu 








205 








Ser 


Tyr 


Val 


His 


He 


Leu 


Cys 






220 










Pro 


Arg 


Leu 


Lys 


Ser 


Leu 


Ser 




235 










240 


Leu 


Ala 


Phe 


Tyr 


Thr 


Pro 


Ala 


250 










255 




Gly Arg 


Asn 


Val 


Pro 


Arg 


Tyr 










270 






Val 


Val 


Val 


Pro 


Pro 


Met 


Leu 








285 








Lvs 


Gin 


He 


Tyr 


Lys 


Cys 


Val 






300 










Met 


Glu 


Lys 


Glu 


Glu 


Tyr 


Leu 




315 










320 


Phe 


He 


Leu 


Leu 


Gly 


He 


Pro 


10 










15 




Leu 


Phe 


Leu 


Phe 


Ser 


Ser 


Phe 










30 






Leu 


He 


Leu 


Thr 


Ala 


He 


He 








45 








Tyr 


Phe 


Phe 


Leu 


Gly 


Asn 


Leu 






60 










Thr 


Thr 


Val 


Pro 


Lys 


Met 


Leu 




75 










80 


He 


Ser 


Tyr 


Ala 


Gly 


Cys 


Val 


90 










95 




Gly Cys 


Thr 


Glu 


Cys 


Phe 


Leu 










110 






Val 


Ala 


He 


Cys 


Phe 


Pro 


Leu 








125 








Val 


Cys 


Phe 


Met 


Leu 


Ala 


Thr 






140 










Ala 


Met 


He 


Leu 


Thr 


Pro 


Leu 




155 










160 


Asn 


Lys 


Val 


Gly 


Tyr 


Tyr 


Phe 


170 










175 




Ala 


Cys 


Lys 


Asp 


Thr 


Ser 


Leu 










190 






Gly Leu 


Leu 


Ser 


Leu 


He 


Cys 








205 








Cys 


He 


Gly 


He 


Ser 


He 


Ser 






220 










Arg 


Ala 


Phe 


Ser 


Thr 


Cys 


Ser 




235 










240 


Tyr 


Gly 


Pro 


Val 


He 


Val 


He 


250 










255 




Leu 


Gly 


Ser 


He 


He 


Gin 


He 
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260 265 270 

Leu Asn Asn Leu Val Thr Pro Met Leu Asn Pro Leu lie Tyr Ser Leu 

275 280 285 

Arg Asn Lys Asp Val Lys Ser Asp Gin Pro 
290 295 

<210> 1210 
<211> 324 
<212> PRT 

<213> Unknown (H38gl27 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1>...(324) 

<223> Xaa = Any Amino Acid 

<400> 1210 

Met Glu Glu Glu Asn Thr Thr Leu Leu Thr Glu Phe Val Leu Thr Gly 

15 10 15 

Phe Leu Tyr Gin Pro Gin Trp Lys lie Pro Leu Phe Leu Ala Phe Leu 

20 25 30 

Val lie Xaa Leu lie Thr lie Met Gly Asn Leu Gly Leu lie Val Leu 

35 40 45 

lie Trp Lys Asp Pro His Leu His lie Pro Met Tyr Leu Phe Arg Gly 

50 55 60 

Ser Leu Ala Phe Val Asp Ala Trp Leu Ser Ser Thr Val Thr Pro Lys 
65 70 75 80 

Met Leu lie Asn Phe Leu Ala Lys Ser Lys Met lie Ser Leu Ser Glu 

85 90 95 

Cys Met Val Gin Phe Phe Ser Phe Val lie Ser Val Thr Thr Glu Cys 

100 105 110 

Phe lie Ser Ala Ser Met Ala Tyr Asp Arg Tyr Val Ala He Cys Lys 

115 120 125 

Ala Leu Leu Tyr Pro Val He Met Thr Asn Gly Leu Cys He Gin Leu 

130 135 140 

Leu Val Leu Ser Phe He Gly Gly Leu Leu His Ala Leu He His Glu 
145 150 155 160 

He Phe Leu Phe Arg Leu Thr Phe Cys Asn Ser Asn He He Gin His 

165 170 175 

Phe Tyr Cys Asp He He Pro Leu Leu Lys He Ser Cys Thr Asp Ser 

180 185 190 

Phe He Asn Phe Leu Met Val Phe He Phe Ala Asp Ser He Gin Val 

195 200 205 

Phe Thr He Gly Thr He Leu lie Ser Tyr Thr Leu Val Leu Leu He 

210 215 220 

He Leu Lys Asn Lys Ser Val Lys Gly He Gin Lys Ala Val Ser Thr 
225 230 235 240 

Cys Gly Ala His Leu Leu Ser Val Ser Leu Tyr Tyr Gly Pro Leu Val 

245 250 255 

Phe Met Tyr Val Gly Ser Ala Ser Pro Gin Ala Asp Asp Gin Asp Met 

260 265 270 

Met Glu Ser Leu Phe Tyr Thr Val He Val Pro Leu Leu Asn Ser Met 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Gin Val He Ala Ser Phe Thr Lys Met 

290 295 300 

Phe Lys Arg Asn Val Xaa He Ser Tyr Asn Leu Cys Ser Leu Phe Thr 
305 310 315 320 

Lys He Phe Pro 
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<210> 1211 
<211> 308 
<212> PRT 

<213> Unknown (H38gl28 protein) 
<220> 

<223> Synthetic construct 
<400> 1211 

Met Met Ser Asn Gin Thr Leu Val Thr Glu Phe lie Leu Gin Gly Phe 

15 10 15 

Ser Glu His Pro Glu Tyr Arg Val Phe Leu Phe Ser Cys Phe Leu Phe 

20 25 30 

Leu Tyr Ser Gly Ala Leu Thr Gly Asn Val Leu lie Thr Leu Ala lie 

35 40 45 

Thr Phe Asn Pro Gly Leu His Ala Pro Met Tyr Phe Phe Leu Leu Asn 

50 55 60 

Leu Ala Thr Met Asp lie lie Cys Thr Ser Ser He Met Pro Lys Ala 
65 70 75 80 

Leu Ala Ser Leu Val Ser Glu Glu Ser Ser He Ser Tyr Gly Gly Cys 

85 90 95 

Met Ala Gin Leu Tyr Phe Leu Thr Trp Ala Ala Ser Ser Glu Leu Leu 

100 105 110 

Leu Leu Thr Val Met Ala Tyr Asp Arg Tyr Ala Ala He Cys His Pro 

115 120 125 

Leu His Tyr Ser Ser Met Met Ser Lys Val Phe Cys Ser Gly Leu Ala 

130 135 140 

Thr Ala Val Trp Leu Leu Cys Ala Val Asn Thr Ala He His Thr Gly 
145 150 155 160 

Leu Met Leu Arg Leu Asp Phe Cys Gly Pro Asn Val lie He His Phe 

165 170 175 

Phe Cys Glu Val Pro Pro Leu Leu Leu Leu Ser Cys Ser Ser Thr Tyr 

180 185 190 

Val Asn Gly Val Met He Val Leu Ala Asp Ala Phe Tyr Gly He Val 

195 200 205 

Asn Phe Leu Met Thr He Ala Ser Tyr Gly Phe He Val Ser Ser He 

210 215 220 

Leu Lys Val Lys Thr Ala Trp Gly Arg Gin Lys Ala Phe Ser Thr Cys 
225 230 235 240 

Ser Ser His Leu Thr Val Val Cys Met Tyr Tyr Thr Ala Val Phe Tyr 

245 250 255 

Ala Tyr He Ser Pro Val Ser Gly Tyr Ser Ala Gly Lys Ser Lys Leu 

260 265 270 

Ala Gly Leu Leu Tyr Thr Val Leu Ser Pro Thr Leu Asn Pro Leu He 

275 280 285 

Tyr Thr Leu Arg Asn Lys Glu Val Lys Ala Ala Leu Arg Lys Leu Phe 

290 295 300 

Pro Phe Phe Arg 
305 

<210> 1212 
<211> 319 
<212> PRT 

<213> Unknown (H38gl29 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1) . . . (319) 
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<223> Xaa = Any Amino Acid 



<400> 1212 




























Met 


Asp 


Asp 


Glu 


Asn 


Ala 


Thr 


Leu 


Leu 


Thr 


Glu 


Phe 


Val 


Leu 


Thr Gly 


1 








5 










10 










15 




Leu 


Thr 


Tyr 


Gin 


Ser 


Glu 


Trp 


Lvs 


He 


Pro 


Leu 


Phe 


Leu 


Ala 


Phe 


Leu 








20 










25 










30 






Val 


He 


Tyr 


Leu 


He 


Thr 


He 


Met 


Ala 


Asn 


Leu Gly 


Leu 


He 


Ala 


Val 






35 










40 










45 








lie 


Trp 


Lys 


Asp 


Ser 


His 


Leu 


His 


He 


Pro 


Met 


Tyr 


Leu 


Phe 


Leu Gly 




50 










55 










60 










Ser 


Leu 


Ala 


Phe 


Val 


Asp 


Ala 


Tro 


Leu 


Ser 


Ser 


Ser 


Val 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


He 


Ser 


Phe 


Leu 


Ala 


Lys 


Ser 


Met 


He 


He 


Ser 


Val 


Ser 


Glu 










85 










90 










ij 




Cvs 


Lys 


He 


Gin 


Phe 


Phe 


Ser 


Phe 


Glv 


He 


Ser 


Gly Thr 


Thr 


VJl u 










100 










105 










110 






Phe 


Leu 


Leu 


Ala 

Aia 


Thr 


Met 


Ala 


xyx 




Arg 


Tyr 


Val 


Ala 


He 


Cys 


Lys 






115 










120 










125 








Pro 


Leu 


Leu 


xyx 


Pro 


Val 


He 


Met 


Thr 


Asn Gly Leu Cys 


He 


Trp 


Leu 




130 










135 










140 










Leu 


Val 


Leu 


Ser 


Phe 


He 


Gly 




Phe 


Leu 


His 


Ala 


Leu 


He 


rixS 


olu 


145 










1 ^0 

lJU 










155 










x o u 


Glv 


He 


Leu 




Arg 


Leu 


1 XIX 






Asn 


Ser 


Asn 


He 


Tip 

x i e 


rixS 


111 c- 

rlXS 










J- D _J 










170 










X / 3 




Phe 


xyx 




Asp 


Tip 
lie 


lie 


ri \J 


Leu 


-Lie m 


Lys 


He 


Ser 


Cys 


X XIX 


Asp 


Pro 








lOU 










J-Oj 










1 Qfi 

i j \j 






Sex* 


Tie 


Asn 


tilt: 


Leu 


Mot- 
ile U 


Leu 


l^Ile 


lie 


Leu 


Ser 


Gly 


Ser 


Tip 

lie 


Gin 


Val 






195 




















205 








Phe 


Thr 


He 


Leu 


1 XIX. 


V d l 


Leu 


val 


o ei 


Tyr 


Thr 


Phe 


Val 


Leu 


Phe 


Thr 




210 










<o i J 










220 














ijys 


Lys 




Ser 




Lys 


ASp 


He 


Arg 


Lys 


Ala 


rue 


Ser 


Thr 


225 










Z J u 










235 










240 


Cys 


Gly 


Ala 


His 


Leu 


Leu 


Ser 


Val 


Ser 


Leu 


Tyr 


Tyr Gly 


Pro 


Leu 


Leu 










245 










250 










255 




Phe 


Met 


Tyr 


Val 


His 


Pro 


Ala 


Ser 


Pro 


Gin 


Ala 


Asp 


Asp 


Gin 


Asp 


Met 








260 










265 










270 






Val 


Glu 


Ser 


Leu 


Phe 


Tyr 


Thr 


Val 


He 


He 


Pro 


Phe 


Leu 


Asn 


Pro 


He 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Gin 


Val 


He 


Asp 


Ser 


Leu 


Thr 


Lys 


Thr 




290 










295 










300 










Leu 


Lys 


Gly 


Asn 


Val 


Xaa 


He 


Ser 


Tyr 


Trp Asn 


Val 


Phe 


Ser 


He 




305 










310 










315 













<210> 1213 
<211> 311 
<212> PRT 

<213> Unknown (H38gl30 protein) 
<220> 

<223> Synthetic construct 



<400> 1213 

Met Val Glu Glu Asn His Thr Met 

1 5 
Phe Thr Asp His Pro Glu Leu Lys 
20 

Ala He Tyr Leu He Thr Val Val 

35 40 
He Phe Thr His Arg Arg Leu His 
50 55 



Lys Asn Glu Phe He Leu Thr Gly 

10 15 
Thr Leu Leu Phe Val Val Phe Phe 
25 30 
Gly Asn He Ser Leu Val Ala Leu 
45 

Thr Pro Met Tyr He Phe Leu Gly 
60 
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Asn 


Leu 


Ala 


Leu 


Val 


Asp 


Ser 


Cys 


Cys 


Ala 


Cys 


Ala 


He 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Glu 


Asn 


Phe 


Phe 


Ser 


Glu 


Gly 


Lys 


Arg 


He 


Ser 


Leu 


Tyr 


Glu 










85 










90 










95 




Cys 


Ala 


Val 


Gin 


Phe 


Tyr 


Phe 


Leu 


Cys 


Thr 


Val 


Glu 


Thr 


Ala 


Asp 


Cys 








100 










105 










110 






Phe 


Leu 


Leu 


Ala 


Ala 


Val 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Asn 






115 










120 










125 








Pro 


Leu 


Gin 


Tyr 


His 


He 


Met 


Met 


Ser 


Lys 


Lys 


Leu 


Cys 


He 


Gin 


Met 




130 










135 










140 










Thr 


Thr 


Gly 


Ala 


Phe 


He 


Ala 


Gly Asn 


Leu 


His 


Ser 


Met 


He 


His 


Val 


145 










150 










155 










160 


Gly 


Leu 


Val 


Phe 


Arg 


Leu 


Val 


Phe 


Cys 


Gly 


Leu 


Asn 


His 


He 


Asn 


His 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Thr 


Leu 


Pro 


Leu 


Tyr 


Arg 


Leu 


Ser 


Cys 


Val 


Asp 


Pro 








180 










185 










190 






Phe 


He 


Asn 


Glu 


Leu 


Val 


Leu 


Phe 


He 


Phe 


Ser 


Gly 


Ser 


Val 


Gin 


Val 






195 










200 










205 








Phe 


Thr 


He 


Gly 


Ser 


Val 


Leu 


He 


Ser 


Tyr 


Leu 


Tyr 


He 


Leu 


Leu 


Thr 




210 










215 










220 










He 


Phe 


Arg 


Met 


Lys 


Ser 


Lys 


Glu Gly Arg Ala 




Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Phe 


Ser 


Ser 


Val 


Ser 


Leu 


Phe 


Tyr Gly 


Ser 


He 


Phe 










245 










250 










255 




Phe 


Leu 


Tyr 


He 


Arg 


Pro 


Asn 


Leu 


Leu 


Glu 


Glu 


Gly Gly Asn Asp 


He 








260 










265 










270 






Pro 


Ala 


Ala 


He 


Leu 


Phe 


Thr 


He 


Val 


Val 


Pro 


Leu 


Leu 


Asn 


Pro 


Phe 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


He 


Ser 


Val 


Leu 


Arg 


Lys 


He 




290 










295 










300 










Leu 


Leu 


Lys 


He 


Lys 


Ser 


Gin 





















305 310 



<210> 1214 
<211> 328 
<212> PRT 

<213> Unknown (H38gl31 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 



<400> 1214 



Tyr 


Thr 


Asp 


Pro 


Gin 


Asn 


Leu 


Thr 


Asp 


Val 


Phe 


He 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Glu 


Leu 


Ser 


Glu 
20 


Asp 


Pro 


Ala 


Leu 


Gin 
25 


Leu 


Val 


Val 


Thr 


Gly 
30 


Leu 


Cys 


Leu 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu 


Trp Asn 


Leu 


Leu 


Ser 


He 


Leu 


Ala 






35 










40 










45 








Val 


Ser 
50 


Pro 


Asp 


Ser 


His 


Leu 
55 


His 


Thr 


Pro 


Met 


His 
60 


Phe 


Phe 


Leu 


Cys 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Thr 


Thr 


Val 


Pro 


Lys 


65 










70 










75 










80 


Met 


He 


Val 


Asp 


He 
85 


Gin 


Ser 


His 


Ser 


Arg 
90 


Val 


He 


Ser 


Tyr 


Ala 
95 


Gly 


Cys 


Leu 


Thr 


Gin 
100 


Met 


Ser 


Leu 


Ser 


Ala 
105 


He 


Phe 


Gly 


Gly 


Met 
110 


Glu 


Glu 


Asn 


Met 


Leu 


Leu 


Ser 


Val 


Met 


Ala 


Tyr 


Asp 


Gin 


Phe 


Val 


Ala 


He 


Cys 
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115 120 125 



His 


Pro 
130 


Leu 


Tyr 


His 


Ser 


Ala 
135 


He 


Met 


Asn 


Pro 


Cys 
140 


Phe 


Cys 


Gly 


Phe 


Leu 


Val 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Ser 


Val 


Phe 


Xaa 


His 


Ser 


Gin 


Leu 


145 










150 










155 










160 


Gin 


Asn 


Leu 


He 


Ala 
165 


Leu 


Gin 


He 


Thr 


Cys 
170 


Ser 


Lys 


Asp 


Val 


Glu 
175 


He 


Pro 


Asn 


Phe 


Phe 
180 


Cys 


Asp 


Pro 


Ser 


Gin 
185 


Leu 


Pro 


His 


Leu 


Ala 
190 


Cys 


Cys 


Asp 


Thr 


Phe 
195 


Thr 


Asn 


Asn 


He 


He 
200 


Met 


Tyr 


Phe 


Pro 


Ala 
205 


Ala 


He 


Phe 


Gly 


Phe 
210 


Leu 


Pro 


He 


Ser 


Gly 
215 


Thr 


Leu 


Phe 


Ser 


Tyr 

220 


Tyr 


Lys 


He 


Val 


Ser 


Ser 


lie 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly Gly 


Ser 


Tyr 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Ala 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ser 


Val 


Val 


Cys 


Xaa 


Phe 


Tyr 


Gly Thr 










245 










250 










255 




Gly 


Val 


Gly 


Gly 
260 


Tyr 


Leu 


Ser 


Ser 


Asp 
265 


Val 


Ser 


Ser 


Ser 


Leu 
270 


Arg 


Lys 


Arg 


Ala 


Val 
275 


Ala 


Ser 


Val 


Met 


Tyr 
280 


Thr 


Val 


Val 


Thr 


Pro 
285 


Met 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Lys 


Gly Val 


Leu 


Trp 




290 










295 










300 










Gin 


Pro 


Cys 


Ser 


Arg 


Thr 


Ala 


Ala 


Gin 


Ser 


Pro 


Ser 


Gin 


Tyr 


Leu 


His 


305 










310 










315 










320 


Leu 


Phe 


His 


Ser 


Phe 


Cys Ar 9 


Met 



















325 

<210> 1215 
<211> 328 
<212> PRT 

<213> Unknown (H38gl32 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 
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<210> 1216 
<211> 129 
<212> PRT 

<213> Unknown (H38gl33 protein) 
<220> 

<223> Synthetic construct 
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<210> 1217 
<211> 335 
<212> PRT 

<213> Unknown <H38gl34 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1)...(335) 
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<223> Xaa = Any Amino Acid 
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<210> 1218 
<211> 319 
<212> PRT 

<213> Unknown (H38gl35 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (319) 

<223> Xaa = Any Amino Acid 

<400> 1218 

Met Lys Asn Lys Arg Asn Val Thr Glu Phe Val Leu Thr Gly Leu Thr 
15 10 15 
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<210> 1219 
<211> 312 
<212> PRT 

<213> Unknown (H38gl36 protein) 



<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (312) 

<223> Xaa = Any Amino Acid 

<400> 1219 

Met Glu He Gly Asn His Thr Thr 

1 5 
Leu Thr Glu Asp Pro Thr Leu Cys 
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Gly He Tyr He Val Thr Leu He 

35 40 
Arg Ser Gin Leu His Thr Pro Met 
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Phe Val Asp He Gly Leu Ala Thr 



Val Thr Glu Phe lie lie Leu Gly 

10 15 
Asp He Phe Phe Val He Phe Leu 
25 30 
Gly Asn He Ser He He Lys Lys 
45 

Tyr Leu Phe Leu Ser His Leu Ala 
60 

Val Val Thr Pro lie Met Leu Met 
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<210> 1220 
<211> 324 
<212> PRT 

<213> Unknown (H38gl37 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (324) 

<223> Xaa - Any Amino Acid 
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Met 


He 


Gin 


Pro 


Met 


Ala 


Ser 


Pro 


Ser 


Asn 


Ser 


Ser 


Thr 


Val 


Pro 


Val 


1 








5 










10 










15 




Ser 


Glu 


Phe 


Leu 


Leu 


Thr 


Cys 


Phe 


Pro 


Asn 


Phe 


Gin 


Ser 


Trp 


Gin 


His 








20 










25 










30 






Trp 


Leu 


Ser 


Leu 


Pro 


Leu 


Ser 


Leu 


Leu 


Phe 


Leu 


Leu 


Ala 


Met 


Gly 


Ala 






35 










40 










45 








Asn 


Thr 


Thr 


Leu 


Leu 


He 


Thr 


He 


Gin 


Leu 


Glu 


Ala 


Ser 


Leu 


His 


Gin 




50 










55 










60 










Pro 


Leu 


Tyr 


Tyr 


Leu 


Leu 


Ser 


Leu 


Leu 


Ser 


Leu 


Leu 


Asp 


He 


Val 


Leu 


65 










70 










75 










80 


Cys 


Leu 


Thr 


Val 


He 


Pro 


Lys 


Val 


Leu 


Ala 


He 


Phe 


Trp 


Tyr 


Asp 


Leu 








85 










90 










95 




Arg 


Ser 


He 


Ser 


Phe 


Pro 


Ala 


Cys 


Phe 


Leu 


Gin 


Met 


Phe 


He 


Met 


Asn 






100 










105 










110 






Ser 


Phe 


Leu 


Pro 


Met 


Glu 


Ser 


Cys 


Thr 


Phe 


Met 


Val 


Met 


Ala 


Tyr 


Asp 






115 










120 










125 








Arg 


Tyr 


Val 


Ala 


He 


Cys 


His 


Pro 


Leu 


Arg 


Tyr 


Pro 


Ser 


He 


He 


Thr 




130 










135 










140 










Asn 


Gin 


Phe 


Val 


Ala 


Lys 


Ala 


Ser 


Val 


Phe 


He 


Val 


Val 


Arg 


Asn 


Ala 


145 










150 










155 










160 


Leu 


Leu 


Thr 


Ala 


Pro 


He 


Pro 


He 


Leu 


Thr 


Ser 


Leu 


Leu 


His 


Tyr 


Cys 










165 










170 










175 




Gly 


Glu 


Asn 


Val 


He 


Glu 


Asn 


Cys 


He 


Cys 


Ala 


Asn 


Leu 


Ser 


Val 


Ser 






180 










185 










190 






Arg 


Leu 


Ser 


Cys 


Asp 


Asn 


Phe 


Thr 


Leu 


Asn 


Arg 


He 


Tyr 


Gin 


Phe 


Val 
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195 










200 










205 








Ala 


Gly 


Trp 


Thr 


Leu 


Leu 


Gly 


Ser 


Asp 


Leu 


Phe 


Leu 


He 


Phe 


Leu 


Ser 




210 










215 










220 










Tyr 


Thr 


Phe 


He 


Leu 


Arg 


Ala 


Val 


Leu 


Arg 


Phe 


Lys 


Ala 


Glu 


Gly 


Ala 


225 










230 










235 










240 


Ala 


Val 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Phe 


He 


Leu 


He 


Leu 










245 










250 










255 




Phe 


Phe 


Ser 


Thr 


He 


Leu 


Leu 


Val 


Val 


Val 


Leu 


Thr 


Asn 


Val 


Ala 


Arg 








260 










265 










270 






Lys 


Lys 


Val 


Pro 


Met 


Asp 


He 


Leu 


He 


Leu 


Leu 


Asn 


Val 


Leu 


His 


His 






275 










280 










285 








Leu 


lie 


Pro 


Pro 


Ala 


Leu 


Asn 


Pro 


He 


Val 


Tyr 


Gly 


Val 


Arg 


Thr 


Lys 




290 










295 










300 










Glu 


lie 


Lys 


Gin Gly 


He 


Gin 


Lys 


Leu 


Leu 


Gin 


Arg 


Gly 


Arg 







305 310 315 



<210> 1222 
<211> 236 
<212> PRT 

<213> Unknown (H38gl39 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (236) 

<223> Xaa = Any Amino Acid 



<400> 1222 

Pro Lys Val Pro Asp Phe Phe Val Phe Gly Leu Arg Ala He Ser Phe 

15 10 15 

Pro Ala Gly Phe Leu Gin Lys Tyr He Lys Asn Cys Phe Gin Ala Met 

20 25 30 

Glu Phe Trp Pro Phe Lys Val Arg Ala Met Asp Arg Xaa Gly Thr Leu 

35 40 45 

Cys His Pro Leu Lys Tyr Pro Ser He He Thr Asp Pro Phe Gly Val 

50 55 60 

Lys Ala Ala Arg Phe He Leu Pro Arg Asn Val Leu Met Thr Leu Pro 
65 70 75 80 

He Pro He Leu Ser Ala Gin Leu Arg Tyr Cys Gly Arg Asn Val He 

85 90 95 

Glu Asn Cys He Cys Ala Asn Met Ser Val Ser Arg Leu Ser Cys Asp 

100 105 110 

Asp Val Thr He Asn His Leu Tyr Gin Phe Ala Gly Gly Trp Thr Leu 

115 120 125 

Leu Gly Ser Asp Leu He Leu He Phe Leu Ser Tyr Thr Phe He Leu 

130 135 140 

Arg Ala Val Leu Arg Leu Lys Ala Glu Gly Ala Val Ala Lys Ala Leu 
145 150 155 160 

Ser Thr Cys Gly Ser His Phe Met Leu He Leu Phe Phe Ser Thr He 

165 170 175 

Leu Leu Val Phe Val Leu Thr His Val Ala Lys Lys Lys Val Ser Pro 

180 185 190 

Asp Val Pro Val Leu Leu Asn Val Leu His His Val He Pro Ala Ala 

195 200 205 

Leu Asn Pro He He Tyr Gly Val Arg Thr Gin Glu He Lys Gin Gly 

210 215 220 

Met Gin Arg Leu Leu Lys Lys Gly Cys Xaa Gin Gly 
225 230 235 



<210> 1223 



554 



BNSDOCID: <WO_0127158A2_L> 



WO 01/27158 



PCT/US00/27582 



<211> 308 
<212> PRT 

<213> Unknown (H38gl40 protein) 
<220> 

<223> Synthetic construct 



<400> 1223 

Met Asn Ser Leu Lys Asp Gly Asn His Thr Ala Leu Thr Gly Phe He 

15 10 15 

Leu Leu Gly Leu Thr Asp Asp Pro He Leu Arg Val He Leu Phe Met 

20 25 30 

He He Leu Ser Gly Asn Leu Ser He He He Leu He Arg He Ser 

35 40 45 

Ser Gin Leu His His Pro Met Tyr Phe Phe Leu Ser His Leu Ala Phe 

50 55 60 

Ala Asp Met Ala Tyr Ser Ser Ser Val Thr Pro Asn Met Leu Val Asn 
65 70 75 80 

Phe Leu Val Glu Arg Asn Thr Val Ser Tyr Leu Gly Cys Ala He Gin 

85 90 95 

Leu Gly Ser Ala Ala Phe Phe Ala Thr Val Glu Cys Val Leu Leu Ala 

100 105 HO 

Ala Met Ala Tyr Asp Arg Phe Val Ala He Cys Ser Pro Leu Leu Tyr 

115 120 125 

Ser Thr Lys Met Ser Thr Gin Val Ser Val Gin Leu Leu Leu Val Val 

130 135 140 

Tyr He Ala Gly Phe Leu He Ala Val Ser Tyr Thr Thr Ser Phe Tyr 
145 150 155 160 

Phe Leu Leu Phe Cys Gly Pro Asn Gin Val Asn His Phe Phe Cys Asp 

165 170 175 

Phe Ala Pro Leu Leu Glu Leu Ser Cys Ser Asp He Ser Val Ser Thr 

180 185 190 

Val Val Leu Ser Phe Ser Ser Gly Ser He He Val Val Thr Val Cys 

195 200 205 

Val He Ala Val Cys Tyr He Tyr He Leu He Thr He Leu Lys Met 

210 215 220 

Arg Ser Thr Glu Gly His His Lys Ala Phe Ser Thr Cys Thr Ser His 
225 230 235 240 

Leu Thr Val Val Thr Leu Phe Tyr Gly Thr He Thr Phe He Tyr Val 

245 250 255 

Met Pro Asn Phe Ser Tyr Ser Thr Asp Gin Asn Lys Val Val Ser Val 

260 265 270 

Leu Tyr Thr Val Val He Pro Met Leu Asn Pro Leu He Tyr Ser Leu 

275 280 285 

Arg Asn Lys Glu He Lys Gly Ala Leu Lys Arg Glu Leu Val Arg Lys 

290 295 300 

He Leu Ser His 
305 



<210> 1224 
<211> 335 
<212> PRT 

<213> Unknown (H3 8gl41 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (335) 

<223> Xaa = Any Amino Acid 



555 



BNSDOCID: <WO 01271 5BA2J_> 



WO 01/27158 



PCT/US00/27582 



<400> 1224 




























Asp 


Thr 


Asp 


Pro 


Gin 


Ser 


Leu 


Thr 


Asp 


Val 


Ser 


He 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Glu 


Leu 


Ser 


Glu Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Val 


Ala 


Gly 


Leu 


Phe 








20 










25 










30 






Leu 


Ser 


Met 
35 


Cys 


Leu 


Val 


Met 


Val 
40 


Leu 


Glu 


Asn 


Leu 


Leu 
45 


He 


He 


Leu 


Asp 


Val 


Ser 


Pro 


Asp 


Ser 


His 


Leu 


Pro 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


50 










55 










60 










Ser 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Thr 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


He 


Val 


Asp 


He 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Tyr 


Ala 


Gly 








85 










90 










95 




Cys 


Leu 


Thr 


Val 


Met 


Ser 


Leu 


Phe 


Ala 


He 


Phe 


Gly 


Gly Met 


Glu 


Glu 






100 










105 










110 






Asn 


Met 


Leu 


Leu 


Ser 


Val 


Met 


Ala Tyr Asp Arg 


Phe 


Val 


Ala 


He 


Cys 






115 










120 










125 








His 


Pro 


Leu 


Tyr 


Arg 


Ser 


Ala 


He 


Leu 


Asn 


Pro 


Cys 


Phe 


Cys 


Gly 


Phe 




130 










135 










140 








Gin 


Leu 


Asp 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Phe 


Pro 


Arg 


Leu 


Leu 


Asp 


Ser 


145 








150 










155 










160 


Leu 


His 


Asn 


Leu 


He 
165 


Ala 


Leu 


Gin 


Met 


Thr 
170 


Cys 


Phe 


Lys 


Asp 


Val 
175 


Glu 


He 


Pro 


Asn 


Phe 
180 


Phe 


Trp 


Glu 


Pro 


Ser 
185 


Gin 


Leu 


Pro 


His 


Leu 
190 


Ala 


Cys 


Cys 


Asp 


Thr 


Phe 


Thr 


Arg 


Asn 


He 


Ser 


Met 


Tyr 


Phe 


Pro 


Ala 


Ala 


Val 


195 










200 










205 








Phe 


Gly 


Phe 


Leu 


Ser 


He 


Ser 


Gly Thr 


Leu 


Phe 


Ser 


Tyr 


Cys 


Lys 


Met 




210 










215 










220 










Val 


Ser 


Ser 


He 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly Gly 


Lys 


Tyr 


Lys 


Ala 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Xaa Gly 


Ser 


His 


Leu 


Ser 


Val 


Val 


Cys 


Xaa 


Phe 


Tyr 


Gly 










245 










250 










255 




Thr 


Gly Val 


Gly Glu 


Tyr 


Leu 


Gly 


Ser Asp Val 


Ser 


Ser 


Ser 


Pro 


Arg 








260 










265 










270 






Lys 


Gly Ala 


Val 


Ala 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 




275 










280 










285 








Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn Gly Asp 


He 


Lys 


Ser 


Val 


Leu 




290 










295 










300 










Arg 


Arg 


Pro 


Gin Gly 


Ser 


Thr 


Val 


Ser 


Ser 


Gin 


Tyr 


Leu 


Leu 


He 


Cys 


305 








310 










315 










320 


Ser 


He 


Pro 


Phe 


Val 


Gly 


Trp 


Val 


Asn 


Lys 


Asp 


Ser 


Lys 


Val 


Lys 





325 330 335 



<210> 1225 
<211> 311 
<212> PRT 

<213> Unknown (H38gl42 protein) 



<220> 

<223> Synthetic construct 
<400> 1225 

Met Gly Thr Gly Asn Asp Thr Thr 

1 ^ 5 
Leu Ser Glu Asp Thr Thr Val Cys 
20 

Gly He Tyr Val Val Thr Leu Met 

35 40 
He Arg Arg Ser His His Leu His 
50 55 



Val Val Glu Phe Thr Leu Leu Gly 

10 15 
Ala He Leu Phe Leu Val Phe Leu 
25 30 
Gly Asn He Ser He He Val Leu 
45 

Thr Pro Met Tyr He Phe Leu Cys 
60 
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His 


Leu 


Ala 


Phe 


Val 


Asp 


He 


Gly 


Tyr 


Ser 


Ser 


Ser 


Val 


Thr 


Pro 


Val 


65 










70 










75 










80 


Met 


Leu 


Met 


Ser 


Phe 


Leu 


Arg 


Lys 


Glu 


Thr 


Ser 


Leu 


Pro 


Val 


Ala 


Gly 










85 










90 










95 




Cys 


Val 


Ala 


Gin 


Leu 


Cys 


Ser 


Val 


Val 


Thr 


Phe 


Gly 


Thr 


Ala 


Glu 


Cys 








100 










105 










110 






Phe 


Leu 


Leu 


Ala 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Ser 






115 










120 










125 








Pro 


Leu 


Leu 


Tyr 


Ser 


Thr 


Cys 


Met 


Ser 


Pro Gly Val 


Cys 


He 


He 


Leu 




130 










135 










140 










Val 


Gly 


Met 


Ser 


Tyr 


Leu 


Gly Gly Trp Val 


Asn 


Ala 


Trp 


Thr 


Phe 


He 


145 










150 










155 










160 


Gly Cys 


Leu 


Leu 


Arg 


Leu 


Ser 


Phe 


Cys 


Gly 


Pro 


Asn 


Lys 


Val 


Asn 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


Tyr 


Ser 


Pro 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 


His 


Asp 








180 










185 










190 






Phe 


Thr 


Phe 


Glu 


He 


He 


Pro 


Ala 


He 


Ser 


Ser 


Gly 


Ser 


He 


He 


Val 






195 










200 










205 








Ala 


Thr 


Val 


Cys 


Val 


He 


Ala 


He 


Ser 


Tyr 


He 


Tyr 


He 


Leu 


He 


Thr 




210 










215 










220 










He 


Leu 


Lys 


Met 


His 


Ser 


Thr 


Lys 


Gly Arg 


His 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Thr 


Ser 


His 


Leu 


Thr 


Ala 


Val 


Thr 


Leu 


Phe 


Tyr 


Gly 


Thr 


He 


Thr 










245 










250 










255 




Phe 


He 


Tyr 


Val 


Met 


Pro 


Lys 


Ser 


Ser 


Tyr 


Ser 


Thr 


Asp 


Gin 


Asn 


Lys 








260 










265 










270 






Val 


Val 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg Asn 


Lys 


Glu 


He 


Lys 


Gly Ala 


Leu 


Lys 


Arg 


Glu 




290 










295 










300 










Leu 


Arg 


He 


Lys 


He 


Phe 


Ser 




















305 










310 























<210> 1226 
<211> 314 
<212> PRT 

<213> Unknown (H3 8gl43 protein) 
<220> 

<223> Synthetic construct 



<400> 1226 



Met 


Leu 


Leu 


Ser 


Asn 


Ser 


Ser 


Trp Arg 


Leu 


Ser 


Gin 


Pro 


Ser 


Phe 


Leu 


1 








5 










10 










15 




Leu 


Val 


Gly 


He 


Pro 


Gly 


Leu 


Glu 


Glu 


Ser 


Gin 


His 


Trp 


He 


Ala 


Leu 








20 










25 










30 






Pro 


Leu 


Gly 


He 


Leu 


Tyr 


Leu 


Leu 


Ala 


Leu 


Val 


Gly 


Asn 


Val 


Thr 


He 






35 










40 










45 








Leu 


Phe 


He 


He 


Trp 


Met 


Asp 


Pro 


Ser 


Leu 


His 


Gin 


Ser 


Met 


Tyr 


Leu 




50 










55 










60 










Phe 


Leu 


Ser 


Met 


Leu 


Ala 


Ala 


He 


Asp 


Leu 


Val 


Leu 


Ala 


Ser 


Ser 


Thr 


65 










70 










75 










80 


Ala 


Pro 


Lys 


Ala 


Leu 


Ala 


Val 


Leu 


Leu 


Val 


His 


Ala 


His 


Glu 


He 


Gly 










85 










90 










95 




Tyr 


He 


Val 


Cys 


Leu 


He 


Gin 


Met 


Phe 


Phe 


He 


His 


Ala 


Phe 


Ser 


Ser 








100 










105 










110 






Met 


Glu 


Ser 


Gly 


Val 


Leu 


Val 


Ala 


Met 


Ala 


Leu 


Asp 


Arg 


Tyr 


Val 


Ala 






115 










120 










125 








He 


Cys 


His 


Pro 


Leu 


His 


His 


Ser 


Thr 


He 


Leu 


His 


Pro 


Gly Val 


He 




130 










135 










140 










Gly 


Arg 


He 


Gly 


Met 


Val 


Val 


Leu 


Val 


Arg Gly 


Leu 


Leu 


Leu 


Leu 


He 
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145 










150 










155 










160 


Pro 


Phe 


Pro 


He 


Leu 
165 


Leu 


Gly 


Thr 


Leu 


He 
170 


Phe 


Cys 


Gin 


Ala 


Thr 
175 


He 


He 


Gly 


His 


Ala 
180 


Tyr 


Cys 


Glu 


His 


Met 
185 


Ala 


Val 


Val 


Lys 


Leu 
190 


Ala 


Cys 


Ser 


Glu 


Thr 
195 


Thr 


Val 


Asn 


Arg 


Ala 
200 


Tyr 


Gly 


Leu 


Thr 


Met 
205 


Ala 


Leu 


Leu 


Val 


lie 
210 


Gly 


Leu 


Asp 


Val 


Leu 
215 


Ala 


He 


Gly 


Val 


Ser 
220 


Tyr 


Ala 


His 


He 


Leu 


Gin 


Ala 


Val 


Leu 


Lys 


Val 


Pro 


Gly 


Ser 


Glu 


Ala 


Arg 


Leu 


Lys 


Ala 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Cys 


Gly 
245 


Ser 


His 


He 


Cys 


Val 
250 


He 


Leu 


Val 


Phe 


Tyr 
255 


Val 


Pro 


Gly 


He 


Phe 


Ser 


Phe 


Leu 


Thr 


His 


Arg 


Phe 


Gly His 


His 


Val 


Pro 








260 










265 










270 






His 


His 


Val 
275 


His 


Val 


Leu 


Leu 


Ala 
280 


Thr 


Arg 


Tyr 


Leu 


Leu 
285 


Met 


Pro 


Pro 


Ala 


Leu 


Asn 


Pro 


Leu 


Val 


Tyr 


Gly Val 


Lys 


Thr 


Gin 


Gin 


He Arg 


Gin 




290 










295 










300 










Arg 


Val 


Leu 


Arg 


Val 


Phe 


Thr 


Gin 


Lys 


Asp 














305 










310 























<210> 1227 
<211> 315 
<212> PRT 

<213> Unknown (H38gl44 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (315) 

<223> Xaa = Any Amino Acid 



<400> 1227 



Met 


Thr 


Lys 


Gly 


Asn 


Arg 


Thr 


Thr 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Met 


Gly 


1 








5 










10 










15 




Phe 


Thr 


Asp 


Arg 

20 


Pro 


Glu 


Leu 


Gin 


Leu 
25 


Pro 


Leu 


Phe 


Val 


Val 
30 


Phe 


Leu 


Val 


He 


Tyr 


Leu 


He 


Thr 


Leu 


Val 


Gly Asn 


Leu 


Gly Met 


He 


Leu 


Leu 






35 










40 










45 








He 


Arg 
50 


Ala 


Asp 


Ser 


Arg 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Tyr 


Phe 


Leu 


Ser 


His 


Leu 


Ala 


Phe 


He 


Asp 


Leu 


Cys 


Tyr 


Ser 


Ser 


Ser 


He 


Gly 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Gin 


Asn 


Val 


Leu 


Val 


Lys 


Lys 


Lys 


Thr 


He 


Ser 


Phe 


Ser Gly 










85 










90 










95 




Cys 


Phe 


Ala 


Gin 


Leu 


Tyr 


Phe 


Ser Gly Ala 


Phe 


Ala 


Thr 


Thr 


Glu 


Xaa 








100 










105 










110 






Phe 


Leu 


Leu 
115 


Ala 


Thr 


Met 


Pro 


Tyr 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


He 


Cys 


Asn 


Pro 


Leu 
130 


He 


Tyr 


Thr 


Ala 


He 
135 


Met 


Thr 


Gin 


Arg 


Val 
140 


Cys 


Arg 


Glu 


Leu 


Val 


He 


Gly 


Val 


Tyr 


Thr 


Tyr 


Gly Phe Arg Asn 


Ser 


Val 


He 


Gin 


Thr 


145 










150 










155 










160 


Ala 


Leu 


Thr 


Phe 


Gin 


Leu 


Ser 


Phe 


Cys 


Asn 


Ser 


Asp Val 


He 


His 


His 










165 










170 










175 




Phe 


Tyr 


Cys 


Ala 
180 


Asp 


Pro 


Pro 


Leu 


Leu 
185 


Ala 


Leu 


Ser 


Cys 


Ser 
190 


Asp 


Thr 


His 


Asn 


Lys 


Glu 


Lys 


Gin 


Leu 


Met 


He 


Phe 


Ser 


Ala 


Val 


Asn 


Leu 


Thr 



195 200 205 
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Gly 


Ser 
210 


Leu 


Leu 


Thr 


He 


Phe 
215 


He 


Ser 


Tyr 


He 


Cys 
220 


He 


Leu 


Phe 


Ser 


He 


He 


Lys 


He 


Gin 


Ser 


Ser 


Glu 


Gly 


Lys 


Cys 


Arg 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Arg 


Ala 


Ser 


His 


Leu 
245 


Thr 


Val 


Val 


Thr 


He 
250 


Phe 


Tyr 


Gly 


Thr 


Leu 
255 


Phe 


Phe 


Met 


Tyr 


Leu 


Gin 


Gin 


Pro 


Lys 


Ala 


Gly Asn 


Ser 


Trp 


Lys 


Pro 


Asn 








260 










265 










270 






Lys 


Val 


Val 
275 


Ser 


Val 


Phe 


Tyr 


Ser 
280 


Leu 


Val 


He 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Leu 


He 
290 


Tyr 


Arg 


Leu 


Arg 


Asn 
295 


Thr 


Glu 


Val 


Lys 


Asp 
300 


Ala 


Leu 


Lys 


Lys 


Met 


Leu 


Glu 


Gly 


Lys 


Glu 


Leu 


Xaa 


Xaa 


Val 


Ser 












305 










310 










315 













<210> 1228 
























<211> 202 
























<212> PRT 
























<213> Unknown (H38gl45 


protein) 
















<220> 


























<223> Synthetic 


construct 


















<221> VARIANT 






















<222> (1) . . 


. (202) 




















<223> Xaa = 


Any 


Amino Acid 


















<400> 1228 
























Met Thr 


Thr 


His 


Arg Asn 


Asp 


Thr 


Leu 


Ser 


Thr 


Glu 


Ala Ser 


Asp 


Phe 


1 






5 








10 








15 




Leu Leu 


Asn 


Cys 


Phe Val 


Arg 


Ser 


Pro 


Ser 


Trp 


Gin 


His Trp 


Leu 


Ser 






20 








25 








30 






Leu Pro 


Leu 


Ser 


Leu Leu 


Phe 


Leu 


Leu 


Ala 


Val 


Gly Ala Asn 


Thr 


Thr 




35 








40 










45 






Leu Leu 


Met 


Thr 


He Trp 


Leu 


Glu 


Ala 


Ser 


Leu 


His 


Gin Pro 


Leu 


Tyr 


50 








55 










60 






Tyr Leu 


Leu 


Ser 


Leu Leu 


Ser 


Lys 


Leu 


Asp 


He 


Val 


Leu Cys 


Leu 


Thr 


65 






70 










75 








80 


Val He 


Pro 


Lys 


Val Leu 


Thr 


He 


Phe 


Trp 


Phe 


Asp 


Leu Arg 


Pro 


He 








85 








90 








95 




Ser Phe 


Pro 


Ala 


Cys Phe 


Leu 


Gin 


Met 


Tyr 


He 


Met 


Asn Cys 


Phe 


Leu 






100 








105 








110 






Ala Met 


Glu 


Ser 


Cys Thr 


Phe 


Met 


Val 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Val 




115 








120 










125 






Ala He 


Cys 


His 


Pro Leu 


Arg 


Tyr 


Pro 


Ser 


He 


He 


Thr Asp 


His 


Phe 


130 








135 










140 








Val Val 


Lys 


Ala 


Ala Met 


Phe 


He 


Leu 


Thr 


Arg 


Asn 


Val Leu 


Met 


Thr 


145 






150 










155 








160 


Leu Ala 


He 


Pro 


He Leu 


Ser 


Ala 


Gin 


Leu 


Leu 


Leu 


Gly Thr Met 


Phe 








165 








170 








175 




Leu Lys 


Pro 


Phe 


Cys Gly 


Lys 


Cys 


Phe 


Val 


His 


Asn 


Phe Cys 


Gly Asp 






180 








185 








190 






Ala Pro 


Xaa 


Xaa 


Pro Tyr 


Thr 


Phe 


Leu 


Lys 













195 200 

<210> 1229 
<211> 203 
<212> PRT 

<213> Unknown (H38gl46 protein) 
<220> 
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<223> Synthetic construct 



<400> 1229 



Met 


Asn 


Gin 


Thr 


Asn 


His 




Trp 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Gly 


X 








5 










10 










15 




Leu 


Ser 


Ser 


Ser 
20 


Arg 


Glu 


Leu 


Gin 


Pro 
25 


Phe 


Leu 


Phe 


Leu 


He 
30 


Phe 


Ser 


Leu 


Leu 


i Jr x 


Leu 


Ala 


He 


Leu 


Leu Gly Asn 


Phe 


Leu 


He 


He 


Leu 


Thr 
















40 










45 








Val 


Thr 
50 


Ser 


Asp 


Ser 


Arg 


Leu 
— > ~j 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Leu 


Leu 


Ala 






Cor 

OCX 




Tip 
lie 


Asp 


Val 


Cys 


Val 


Ala 


Cor 
OCX 


Cor 


Ala 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


He 


Ala 


Asp 


Phe 


Leu 


Val 


Glu 


His 


Lys 


Thr 


He 


Ser 


Phe Asp Ala 










O J 










90 










95 




His 


Leu 


Ala 


Gin 
1 no 


He 


Phe 


Phe 


Val 


His 
105 


Leu 


Phe 


Thr 


Gly 


Ser 
110 


Glu 


Met 


Val 


Leu 


T.oi i 


Val 


Ser 


Mpf- 




Tyr Asp Arg 




Val 


Ala 


He 


Cys 


Lys 






115 










120 










125 








Pro 


Pro 
130 


His 


Tyr 


Met 


Thr 


He 
135 


Met 


Ser 


Cys 


Cys 


Val 
140 


Cys 


Val 


Val 


Leu 


Val 


Leu 


He 


Ser 


Trp 


Phe 


Val 


Gly Phe 


He 


His 


Thr 


Thr 


Ser 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Thr 


Val 


Asn 
165 


Leu 


Pro 


Phe 


Cys 


Gly 
170 


Pro 


Asn 


Lys 


Val 


Asp 
175 


Ser 


Phe 


Phe 


Cys 


Asp 
180 


Leu 


Pro 


Leu 


Ala 


Ser 
185 


Lys 


Leu 


Ala 


Cys 


He 
190 


Asp 


Thr 


Tyr 


Val 


Val 


Ser 


Leu 


Leu 


He 


Val 


Ala 


Asp 


Ser 













195 200 

<210> 1230 
<211> 304 
<212> PRT 

<213> Unknown (H3 8gl47 protein) 
<220> 

<223> Synthetic construct 
<400> 1230 



Met 


Ala 


Leu 


Ser 


Asn 


Ser 


Ser 


Trp Arg 


Leu 


Pro 


Gin 


Pro 


Ser 


Phe 


Phe 


1 








5 










10 










15 




Leu 


Val 


Gly 


He 
20 


Pro 


Gly 


Leu 


Glu 


Glu 

25 


Ser 


Gin 


His 


Trp 


He 
30 


Ala 


Leu 


Pro 


Leu 


Gly 


He 


Leu 


Tyr 


Leu 


Leu 


Ala 


Leu 


Val 


Gly Asn Val 


Thr 


He 






35 










40 










45 








Leu 


Phe 
50 


He 


He 


Trp 


Met 


Asp 
55 


Pro 


Ser 


Leu 


His 


Gin 
60 


Ser 


Met 


Tyr 


Leu 


Phe 


Leu 


Ser 


Met 


Leu 


Ala 


Ala 


He 


Asp 


Leu 


Val 


Val 


Ala 


Ser 


Ser 


Thr 


65 










70 










75 










80 


Ala 


Pro 


Lys 


Ala 


Leu 
85 


Ala 


Val 


Leu 


Leu 


Val 
90 


Arg 


Ala 


Gin 


Glu 


He 
95 


Gly 


Tyr 


Thr 


Val 


Cys 
100 


Leu 


He 


Gin 


Met 


Phe 
105 


Phe 


Thr 


His 


Ala 


Phe 
110 


Ser 


Ser 


Met 


Glu 


Ser 


Gly Val 


Leu 


Val 


Ala 


Met 


Ala 


Leu Asp 


Arg 


Tyr 


Val 


Ala 






115 










120 










125 








He 


Cys 


His 


Pro 


Leu 


His 


His 


Ser 


Thr 


He 


Leu 


His 


Pro 


Gly Val 


He 




130 










135 










140 










Gly 


His 


He 


Gly Met 


Val 


Val 


Leu 


Val 


Arg 


Gly 


Leu 


Leu 


Leu 


Leu 


He 


145 










150 










155 










160 


Pro 


Phe 


Leu 


He 


Leu 
165 


Leu 


Arg 


Lys 


Leu 


He 
170 


Phe 


Cys 


Gin 


Ala 


Thr 
175 


He 
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He 


Gly 


His 


Ala 
180 


Tyr 


Cys 


Glu 


His 


Ser 


Glu 


Thr 
195 


Thr 


Val 


Asn 


Arg 


Ala 
200 


Val 


Val 


Gly Leu 


Asp 


Val 


Leu 


Ala 




210 










215 




Leu 


Gin 


Ala 


Val 


Leu 


Lys 


Val 


Pro 


225 










230 






Phe 


Ser 


Thr 


Cys 


Gly 
245 


Ser 


His 


Val 


Pro 


Gly 


Met 


Phe 
260 


Ser 


Phe 


Leu 


Thr 


His 


His 


Val 

275 


His 


Val 


Leu 


Leu 


Ala 
280 


Ala 


Leu 
290 


Asn 


Pro 


Leu 


Val 


Tyr 
295 


Arg 



<210> 1231 
<211> 110 
<212> PRT 

<213> Unknown (H3 8gl48 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (110) 

<223> Xaa = Any Amino Acid 



<400> 1231 



Ser 


His 


Thr 


Glu 


Pro 


Gin 


Asn 


Leu 


1 








5 








Leu 


Gly 


Leu 


Ser 


Glu 


Asp 


Pro 


Glu 








20 










Ser 


Leu 


Ser 


He 


Tyr 


Leu 


Val 


Thr 






35 










40 


Leu 


Ala 


Val 


Ser 


Ser 


Asp 


Ser 


His 




50 










55 




Leu 


Phe 


Asn 


Leu 


Ser 


Leu 


Ala 


Asp 


65 










70 






Pro 


Lys 


Met 


He 


Val 


Asp 


Met 


Gin 










85 








Ala 


Gly 


Cys 


Leu 


Thr 


Xaa 


Met 


Ser 



100 



<210> 1232 
<211> 327 
<212>' PRT 

<213> Unknown <H38gl49 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (327) 

<223> Xaa = Any Amino Acid 

<400> 1232 

Phe Phe Ser Asn Asn Ser Val Leu 

1 5 
Gly He Pro Gly Leu Thr Ala Thr 



Met 


Ala Val 


Val 


Lys 


Leu 


Ala 


Cys 


185 








190 






Tyr 


Gly Leu 


Thr 


Val 


Ala 


Leu 


Leu 








205 








He Gly Val 


Ser 


Tyr 


Ala 


His 


He 






220 










Gly Asn Glu Ala Arg 


Leu 


Lys 


Ala 




235 










240 


Cys 


Val He 


Leu 


Val 


Phe 


Tyr 


He 




250 








255 




His 


Arg Phe Gly His 


His 


Val 


Pro 


265 








270 






He 


Leu Tyr 


Arg 


Leu 


Val 


Pro 


Pro 








285 








Val 


Lys Thr 


Gin 


Lys 


He 


His 


Gin 



300 



Thr Gly Val 


Ser 


Glu 


Phe 


Leu 


Leu 


10 










15 




Leu Gin 


Pro 


Val 


Leu 


Ala 


Trp 


Leu 


25 








30 






Val Leu 


Gly Asn 


Leu 


Leu 


He 


He 








45 








Leu His 


Thr 


Pro 


He 


Tyr 


Phe 


Phe 






60 










He Gly 


Phe 


Thr 


Ser 


Ala 


Met 


Val 




75 










80 


Ser His 


Ser 


Arg 


Val 


He 


Ser 


Tyr 


90 










95 




Phe Phe 


Val 


Leu 


Phe 


Phe 






105 








110 







Phe Pro His Thr Phe Phe Leu Ala 

10 15 
His He Trp He Leu Leu Pro Phe 
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20 25 30 



Cys 


Phe 


Met 


Phe 


Phe 


Leu 


Ser 


Leu 


Thr 


Gly Asn Gly Val 


Leu 


Leu 


Phe 






35 










40 


















Leu 


He Arg Thr Glu 


Cys 


Ser 


Leu 


Arg 


Gin 


Pro 


Met 


Pne 


Leu 


Pne 


Leu 




50 










55 










oO 










Ala 


Met 


Leu 


Ser 


Phe 


Val 


Asp 


Leu 


Val 


Leu 


Ser 


Leu 


Ser 


Tnr 


Leu 


Pro 


65 










70 










75 










80 


Lys 


Met 


Leu 


Ala 


He 
85 


Phe 


Trp 


Phe 


Gly 


Ala 
90 


Thr 


Ala 


lie 


Ser 


Ser 
95 


His 


Ser 


Cys 


Leu 


Ser 
100 


Gin 


Met 


Phe 


Phe 


He 
105 


His 


Ala 


Phe 


Ser 


Ala 
110 


Met 


Glu 


Ser 


Gly Val 


Leu 


Val 


Ala 


Met 


Ala 


Leu 


Asp 


Arg 


Ser 


Val 


Ala 


He 


Cys 






115 










120 










125 








Asn 


Pro 


Leu Arg Tyr 


Ala 


Thr 


He 


Leu 


Pro 


Pro 


Val 


Val 


Val 


Ala 


Lys 




130 










135 










140 










He 


Gly Gly Leu Val 


Val 


Leu 


Xaa 


Gly 


Val 


Gly Leu 


Thr 


He 


Ser 


Pne 


145 










150 










155 










160 


Pro 


Ser 


Leu 


Ala 


His 
165 


Arg 


Leu 


His 


Tyr 


His 
170 


Gly 


Ser 


His 


Met 


He 
175 


Ala 


Tyr 


Thr 


Phe 


Cys 
180 


Glu 


His 


Met 


Ala 


Val 
185 


Val 


Lys 


Leu 


Ala 


Cys 
190 


Glu 


Ala 


Thr 


Thr Val Asp Asn 


Leu 


Tyr 


Ala 


Phe 


Val 


Val 


Ala 


He 


Phe 


Leu 


Gly 






195 










200 










205 








Gly 


Gly Asp Val 


Val 


Cys 


He 


Ala 


Tyr 


Ser 


Tyr 


Gly 


Leu 


He 


Val 


Arg 




210 










215 










220 










Thr 


Val 


Met 


His 


Phe 


Pro 


Ser 


Pro 


Glu 


Glu 


Arg 


Ala 


Lys 


Ala 


Gly 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Thr 


Ala 


His 
245 


Val 


Cys 


Val 


He 


Leu 
250 


Phe 


Phe 


Tyr 


Gly 


Leu 

255 


Gly 


Phe 


Leu 


Ser 


Val 


Val 


Met 


Gin 


Arg 


Phe 


Gly Ala 


Pro 


Thr 


Ala 


Ser 


Thr 








260 










265 










270 






Ala 


Lys 


Val 
275 


lie 


Leu 


Ala 


Asn 


Leu 
280 


Tyr 


Leu 


Leu 


Phe 


Pro 
285 


Pro 


Ala 


Leu 


Asp 


Pro 


He 


Val 


Tyr Gly Met 


Glu 


Thr 


Lys 


Gin 


He 


Xaa 


Glu 


Arg 


Leu 




290 










295 










300 










Leu 


Met 


He 


Leu 


Ser 


Pro 


Lys 


Gin 


He 


Glu 


Leu 


Thr 


Xaa 


Val 


Xaa 


Leu 



305 310 315 320 

Ser Pro Ala Gly Leu Gin Gly 
325 



<210> 1233 
<211> 241 
<212> PRT 

<213> Unknown (H38gl50 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (241) 

<223> Xaa = Any Amino Acid 



<400> 1233 

Leu Arg Gin Leu His Asn Leu Phe 

1 5 
Ser Tyr Ser Phe Xaa Val He Trp 
20 

Phe Ser Ser Lys Thr Asp Glu Ser 

35 40 
Lys Ser Leu Phe Phe Thr Tyr Ala 
50 55 



Leu Pro Val Gly Phe Phe Leu Ser 

10 15 
His Asn Leu Asn Ser Val Thr Lys 
25 30 
Lys Leu Lys Ser Xaa Cys Lys Val 
45 

Gly Cys Cys Glu Lys Leu Leu Leu 
60 
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Ala 


Val 


Glu 


Lys 


Arg 


Asp 


Arg 


Ser 


Phe 


Leu 


Phe 


He 


His 


Phe 


Leu 


Leu 


65 










70 










75 










80 


His 


Xaa 


Ser 


Thr 


Ala 


Val 


Ser 


Asp 


His 


Ala 


Lys 


Val 


Glu 


Pro 


Gly 


Val 










85 










90 










95 




Gly 


Arg 


Arg 


Glu 


Arg 


Gly 


Xaa 


Gly 


Lys 


Ser 


His 


Xaa 


Leu 


Thr 


Leu 


Lys 






100 










105 










110 






Xaa 


Asp 


Gly 


Phe 


Thr 


Phe 


Ser 


Gly 


Pro 


Gly Gin 


Cys 


Leu 


Leu 


Phe 


Leu 






115 










120 










125 








Thr 


His 


He 


Lys 


Pro 


Leu 


Xaa 


Met 


His 


Leu 


Thr 


Met 


Gly 


Ala 


Ser 


Pro 




130 










135 










140 










Leu 


Pro 


Glu 


Val 


Arg 


Pro 


Pro 


Asp 


Phe 


Phe 


Gin 


Phe 


Pro 


Val 


Val 


Pro 


145 










150 










155 










160 


His 


Asn 


Pro 


His 


Ser 


Trp 


Thr 


Phe 


Thr 


Gin 


Tyr 


Val 


Arg 


Leu 


Pro 


Ser 










165 










170 










175 




Trp 


Val 


Gin 


Ser 


Leu 


Ser 


Lys 


Gin 


Leu 


Thr 


His 


Phe 


Ser 


Phe 


His 


Gly 








180 










185 










190 






Gin 


Ser 


Phe 


Lys 


Ser 


Ala 


Tyr 


He 


Xaa 


Leu 


Ala 


He 


Ser 


Gly 


Ala 


Val 






195 










200 










205 








Thr 


Pro 


He 


Leu 


Leu 


Gin 


Arg 


Pro 


Arg 


Gly Gin 


Ser 


Ser 


Val 


Ala 


Val 




210 










215 










220 










Xaa 


His 


He 


Pro 


Asp 


Asp 


Arg 


He 


His 


inr 


Leu 


Lys 


Pro 


Leu 


Ser 


Gly 


225 










230 






















Pro 
































<210> 1234 




























<211> 313 




























<212> PRT 




























<213> Unknown (H3 8gl51 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1234 




























Met 


Ala 


Ser 


Pro 


Asn 


Asn 


Asp 


Ser 


Thr 


Ala 


Pro 


Val 


Ser 


Glu 


Phe 


Leu 


1 








5 










10 










15 




Leu 


He 


Cys 


Phe 


Pro 


Asn 


Phe 


Gin 


Ser 


Trp 


Gin 


His 


Trp 


Leu 


Ser 


Leu 






20 










25 










30 






Pro 


Leu 


Ser 


Leu 


Leu 


Phe 


Leu 


Leu 


Ala 


Met 


Gly 


Ala 


Asn 


Thr 


Thr 


Leu 






35 










40 










45 








Leu 


He 


Thr 


He 


Gin 


Leu 


Glu 


Ala 


Ser 


Leu 


His 


Gin 


Pro 


Leu 


Tyr 


Tyr 




50 










55 










60 










Leu 


Leu 


Ser 


Leu 


Leu 


Ser 


Leu 


Leu 


Asp 


He 


Val 


Leu 


Cys 


Leu 


Thr 


Val 


65 










70 










75 










80 


lie 


Pro 


Lys 


Val 


Leu 


Ala 


He 


Phe 


Trp 


Phe 


Asp 


Leu 


Arg 


Ser 


He 


Ser 










85 










90 










95 




Phe 


Pro 


Ala 


Cys 


Phe 


Leu 


Gin 


Met 


Phe 


He 


Met 


Asn 


Ser 


Phe 


Leu 


Thr 








100 










105 










110 






Met 


Glu 


Ser 


Cys 


Thr 


Phe 


Met 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 






115 










120 










125 








lie 


Cys 


His 


Pro 


Leu 


Arg 


Tyr 


Pro 


Ser 


He 


He 


Thr 


Asp 


Gin 


Phe 


Val 




130 










135 










140 










Ala 


Arg 


Ala 


Val 


Val 


Phe 


Val 


He 


Ala 


Arg 


Asn 


Ala 


Phe 


Val 


Ser 


Leu 


145 








150 










155 










160 


Pro 


Val 


Pro 


Met 


Leu 


Ser 


Ala 


Arg 


Leu 


Arg 


Tyr 


Cys 


Ala 


Gly 


Asn 


He 










165 










170 










175 




He 


Lys 


Asn 


Cys 


He 


Cys 


Ser 


Asn 


Leu 


Ser 


Val 


Ser 


Lys 


Leu 


Ser 


Cys 








180 










185 










190 






Asp 


Asp 


lie 


Thr 


Phe 


Asn 


Gin 


Leu 


Tyr 


Gin 


Phe 


Val 


Ala 


Gly 


Trp 


Thr 






195 










200 










205 








Leu 


Leu 


Gly 


Ser 


Asp 


Leu 


He 


Leu 


He 


Val 


He 


Ser 


Tyr 


Ser 


Phe 


He 
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210 










215 








220 










Leu 


Lys 


Val 


Val 


Leu 


Arg 


He 


Lys 


Ala 


Glu Gly 


Ala 


Val 


Ala 


Lys 


Ala 


225 








230 








235 










240 


Leu 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Phe 


He 


Leu He 


Leu 


Phe 


Phe 


Ser 


Thr 








245 










250 








255 




Val 


Leu 


Leu 


Val 


Leu 


Val 


He 


Thr 


Asn 


Leu Ala 


Arg 


Lys 


Arg 


He 


Pro 








260 










265 








270 






Pro 


Asp 


Val 


Pro 


He 


Leu 


Leu 


Asn 


He 


Leu His 


His 


Leu 


He 


Pro 


Pro 




275 










280 








285 








Ala 


Leu 


Asn 


Pro 


He 


Val 


Tyr 


Gly Val 


Arg Thr 


Lys 


Glu 


He 


Lys 


Gin 




290 










295 








300 










Gly 


lie 


Gin 


Asn 


Leu 


Leu 


Lys 


Arg 


Leu 















305 310 

<210> 1235 
<211> 135 
<212> PRT 

<213> Unknown (H38gl52 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (135) 

<223> Xaa = Any Amino Acid 

<400> 1235 



Lys 


Asp 


Leu 


Xaa 


Arg 


Arg 


Ser 


Asn 


He 


Asn 


Phe 


Arg 


He 


Glu 


Arg 


Leu 


1 






5 










10 










15 




Tyr 


Phe 


Phe 


He 


Xaa 


Gly 


Trp 


Glu 


Met 


Lys 


Met 


Gly 


Leu 


Xaa 


Asn 


Xaa 






20 










25 










30 






Leu 


Leu 


Met 
35 


Phe 


Cys 


Glu 


Ser 


Phe 
40 


Xaa 


Xaa 


Xaa 


Lys 


Thr 
45 


Val 


Leu 


Arg 


He 


Lys 


Gly Glu Gly Asp 


Met 


Ala 


Lys 


Ala 


Leu Gly Thr 


Cys 


Gly 


Ser 




50 










55 










60 










His 


Phe 


He 


Leu 


He 


Leu 


Phe 


Phe 


Thr 


Thr 


Val 


Leu 


Leu 


Val 


Leu 


Val 


65 










70 










75 










80 


He 


Thr 


Asn 


Leu 


Ala 
85 


Arg 


Lys 


Arg 


He 


Pro 
90 


Pro 


Asp 


Val 


Pro 


He 
95 


Leu 


Leu 


Asn 


He 


Leu 
100 


His 


His 


Leu 


He 


Pro 
105 


Pro 


Ala 


Leu 


Asn 


Pro 
110 


He 


Val 


Tyr 


Gly 


Val 


Arg 


Thr 


Lys 


Glu 


He 


Lys 


Gin Gly 


He 


Gin 


Asn 


Leu 


Leu 




115 










120 










125 








Arg 


Arg 
130 


Leu 


Xaa 


Lys 


He 


Lys 
135 





















<210> 1236 
<211> 319 
<212> PRT 

<213> Unknown (H3 8gl53 protein) 
<220> 

<223> Synthetic construct 
<400> 1236 

Met Ala Pro Thr Asn Leu Thr Ser Ala Pro Val Phe Leu Leu Leu Gly 

15 10 15 

Leu Val Thr Glu Gin Thr Asp Ala His Pro Leu Leu Phe Leu Leu Cys 

20 25 30 

Leu Gly He Tyr Leu Leu Asn Ala Leu Ser Asn Leu Ser Met Val Ala 
35 40 45 
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Leu 


Val 


Arg 


Ser 


Asp 


Gly 


Ala 


Leu 


Arg 


Ser 


Pro 


Met 


Tyr 


Tyr 


Phe 


Leu 




50 








55 










60 










Gly 


His 


Leu 


Ser 


Leu 


Val 


Asp 


Val 


Cys 


Phe 


Thr 


Thr 


Val 


Thr 


Val 


Pro 


65 










70 










75 










80 


Arg 


Leu 


Leu Ala Gly 


Leu 


Leu 


His 


Pro 


Gly Gin 


Ala 


lie 


Ser 


Phe 


Gin 








85 










90 










95 




Ala 


Cys 


Phe 


Ala 


Glu 


Met 


Tyr 


Phe 


Phe 


Val 


Ala 


Leu 


Gly 


He 


Thr 


Glu 






100 










105 










110 






Ser 


Tyr 


Leu 


Pro 


Ala 


Ala 


Met 


Ser 


Tyr 


Asp 


Arg 


Ala 


Thr 


Ala 


Ala 


Cys 




115 










120 










125 








Arg 


Pro 
130 


Leu 


Arg 


Tyr 


Gly 


Ala 
135 


Leu 


Val 


Thr 


His 


Gly 
140 


Arg 


Cys 


Ala 


Ser 


Leu 


Val 


Ara 


Ala 


Ser 


Trp 


Ala 


Val 


Thr 


His 


Leu 


His 


Ser 


Leu 


Leu 


His 


145 








150 










155 










160 


Thr 


Leu 


Leu 


Leu 


Ser 
165 


Ala 


Leu 


Ser 


Tyr 


Pro 
170 


Tyr 


Pro 


Thr 


Pro 


Val 
175 


Arg 


Pro 


Phe 


Phe 


Cys 
180 


Asp 


Met 


Thr 


Val 


Met 
185 


Leu 


Ser 


Leu 


Ala 


Thr 
190 


Ser 


Asp 


Thr 


Ser 


Ala 
195 


Ala 


Glu 


Thr 


Ala 


lie 
200 


Phe 


Ser 


Glu 


Gly 


Leu 
205 


Ala 


Val 


Val 


Leu 


Ala 
210 


Pro 


Leu 


Leu 


Leu 


Val 

215 


Phe 


Leu 


Ser 


Tyr 


Ala 
220 


Arg 


He 


Leu 


Val 


Ala 


Val 


Leu 


Gly Leu 


Pro 


Arg 


Pro 


Arg 


Arg 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


225 










230 










235 










240 


Ala 


His 


Leu 


Val 


Ala 
245 


Val 


Ala 


Val 


Ala 


Val 
250 


Ala 


Leu 


Phe 


Phe 


Gly 
255 


Ser 


Val 


Leu 


Ser 


Val 


Tyr 


Phe 


Pro 


Pro 


Ser 


Ser 


Ala 


Tyr 


Ser 


Ala 


Arg 


Tyr 








260 










265 










270 






Asp 


Arg 


Leu 
275 


Ala 


Ser 


Val 


Val 


Tyr 
280 


Ala 


Val 


lie 


Thr 


Pro 
285 


Thr 


Leu 


Asn 


Pro 


Phe 
290 


lie 


Asn 


Ser 


Leu 


Arg 
295 


Asn 


Lys 


Glu 


Val 


Lys 
300 


Gly 


Ala 


Leu 


Lys 


Arg 


Gly 


Leu 


Arg 


Trp 


Arg 


Ala 


Ala 


Pro 


Gin 


Glu 


Ala 


Trp 


Arg 


Ala 




305 










310 










315 













<210> 1237 
<211> 325 
<212> PRT 

<213> Unknown (H38gl54 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (325) 

<223> Xaa = Any Amino Acid 



<400> 1237 



Met 


Phe 


Leu 


Pro 


Asn 


Asn 


Thr 


Gin 


Phe 


His 


Pro 


Ser 


Ser 


Phe 


Leu 


Leu 


1 








5 










10 










15 




Leu 


Gly 


He 


Pro 


Gly 


Leu 


Glu 


Thr 


Leu 


His 


He 


Trp 


He 


Gly 


Phe 


Pro 








20 










25 










30 






Phe 


Cys 


Ala 


Val 


Tyr 


He 


He 


Ala 


Leu 


He 


Gly 


Arg 


Phe 


Thr 


He 


Leu 






35 










40 










45 








Leu 


Val 


He 


Lys 


Thr 


Asp 


Ser 


Ser 


Leu 


Tyr 


Gin 


Pro 


Met 


Phe 


Tyr 


Phe 




50 










55 










60 










Leu 


Ala 


Met 


Leu 


Ala 


Thr 


He 


Asp 


Leu 


Gly 


Leu 


Ser 


Thr 


Ala 


Thr 


He 


65 










70 










75 










80 


Pro 


Lys 


Met 


Leu 


Gly 


He 


Phe 


Trp 


Phe 


Ser 


Leu 


Arg 


Glu 


He 


He 


Cys 










85 










90 










95 




Asp 


Ala 


Cys 


Leu 


He 


Gin 


Met 


Phe 


Phe 


He 


His 


Asn 


Phe 


Thr 


Gly 


Met 



565 



BNSDOCID: <WO 0127158A2J_> 



WO 01/27158 



PCT/US00/27582 









100 










105 










110 






Glu 


Ser 


Ala 


Ala 


Leu 


Val 


Gly 


Met 


Ala 


Tyr 


Asp 


His 


Phe 


Val 


Ala 


He 






115 










120 










125 








Cvs 


Asn 


Pro 


Leu 


Arcr 


Tyr 


Ser 


He 


He 


Leu 


Thr 


Lys 


Lys 


Ala 


Val 


Ser 




130 










135 










140 










Val 


He 


Gly Leu 


Gly 


Val 


Leu 


Val 


Arg 


Ser 


Phe 


Met 


Ser 


Val 


He 


Pro 


145 










150 










155 










160 


Phe 


Val 


Phe 


Leu 


He 


Leu 


Arg 


Leu 


Pro 


Phe 


Cys 


Gly Asp 


His 


Val 


He 










165 










170 










175 




Pro 


His 


Thr 


Asn 


Cvs 


Glu 


His 


Met 


Gly 


Leu 


Ala 


His 


Leu 


Ser 


Cys 


Ser 








180 










185 










190 






Ser 


He 


Lys 


He 


Asn 


He 


He 


Tyr 


Gly 


Leu 


Gly Ala 


He 


Ser 


He 


Leu 






195 










200 










205 








Val 


Phe 


Asp 


He 


He 


Ala 


He 


Ala 


Leu 


Ser 


Tyr 


Val 


Gin 


He 


Leu 


His 




210 










215 










220 










Ala 


Val 


Phe 


His 


Leu 


Pro 


Ser 


Cvs 


Lys 


Ala 


Xaa 


Leu 


Lys 


Ser 


Leu 


Ser 


225 










230 










235 










240 


Thr 


Cvs 


Gly 


Ser 


His 


Val 


Cvs 


Val 


He 


Leu 


Ala 


Phe 


Tyr 


Thr 


Pro 


Ala 










245 










250 










255 




Leu 


Phe 


Ser 


Phe 


Val 


Thr 


His 


Arg 


Phe Gly Gin Asn Val 


Pro 


Arg 


Tyr 








260 










265 










270 






He 


His 


He 


Leu 


Leu 


Ala 


Asn 


Leu 


Tyr 


Val 


Val 


Val 


Pro 


Pro 


Met 


Leu 






275 










280 










285 








Asn 


Pro 


Val 


He 


Tyr 


Gly 


Val 


Arg 


Thr 


Lys 


Gin 


He 


Tyr 


Val 


Cys 


Val 




290 










295 










300 










Lys 


Asn 


He 


Phe 


Leu 


Gin 


Lys 


Xaa 


Glu 


He 


Glu 


Lys 


Lys 


Ser 


His 


Leu 


305 










310 










315 










320 


He 


His 


He 


Arg 


Arg 

























325 



<210> 1238 
<211> 319 
<212> PRT 

<213> Unknown (H3 8gl55 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (319) 

<223> Xaa = Any Amino Acid 



<400> 1238 



Met 


Ser 


Pro 


Leu 


Asn 


Asp 


Thr 


Lys 


Met 


Glu 


Val 


Leu 


Arg 


Phe 


Leu 


Leu 


1 








5 










10 










15 




He 


Gly 


He 


Thx 
20 


Gly 


Leu 


Glu 


Lys 


Ser 
25 


Arg 


Thr 


Trp 


He 


Ser 
30 


He 


Pro 


Phe 


Leu 


Ser 


Val 


Tyr 


Leu 


Leu 


Ser 


Trp 


Met 


Gly Asn 


Phe 


Thr 


Val 


Leu 






35 










40 










45 








Phe 


Phe 
50 


He 


Lys 


Thr 


Glu 


Gin 
55 


Ser 


Leu 


His 


Glu 


Pro 
60 


Met 


Tyr 


Tyr 


Leu 


Leu 


Ser 


Met 


Leu 


Ser 


He 


Ser 


Asp 


Leu 


Gly 


Leu 


Ser 


Leu 


Ser 


Ser 


Leu 


65 










70 










75 










80 


Pro 


He 


Thr 


Leu 


Gly 
85 


Leu 


Phe 


Leu 


Phe 


Asp 
90 


Val 


His 


Glu 


He 


His 
95 


Ala 


Ala 


Pro 


Cys 


Phe 
100 


Ala 


Xaa 


Glu 


Phe 


Phe 
105 


He 


His 


Leu 


Phe 


Thx 
110 


Val 


Ser 


Glu 


Ala 


Ser 
115 


Val 


Leu 


Ser 


Val 


Met 
120 


Ala 


Phe 


Asp 


Trp 


Tyr 
125 


Val 


Ala 


He 


His 


Ser 
130 


Pro 


Leu 


Arg 


Tyr 


Ser 
135 


Thr 


He 


Leu 


Thr 


Ser 
140 


Pro 


Arg 


Ala 


He 
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Lvs 


Thr 


Gly 


Val 


Leu 


Leu 


Thr 


Ser 


Lys 


Asn 


Val 


Leu 


Leu 


He 


Leu 


Pro 


145 










150 










155 










160 


Leu 


Pro 


Phe 


Leu 


Leu 


Gin 


Arg 


Leu 


Arg 


Tyr 


Cys 


His 


Gin 


Asn 


Leu 


Leu 










165 










170 










175 




Ser 


His 


Ser 


Tyr Cys 


Leu 


His 


Gin 


Asp 


Val 


Met 


Lys 


Leu 


Met 


Cys 


Ser 








180 










185 










190 






Asp 


Asn 


Thr 


Val 


Asn 


Val 


Val 


Tyr 


Gly Leu 


Cys 


Ala 


Gly 


Leu 


Ser 


Thr 




195 










200 










205 








Met 


Leu 


Asp 


Leu 


Val 


Leu 


He 


Thr 


Phe 


Ser 


Xaa 


He 


Met 


He 


Leu 


Arg 




210 








215 










220 










Ala 


Val 


Leu 


Gly He Ala 


Thr 


Pro 


Arg 


Gin 


Gin 


Phe 


Lys 


Ala 


Leu 


Asn 


225 










230 










235 










240 


Thr 


Cys 


He 


Ser 


His 


He 


Cys 


Ala 


Val 


Leu 


He 


Phe 


Tyr 


Val 


Pro 


Thr 








245 










250 










255 




Leu 


Ser 


Ala 


Ala 


Met 


Leu 


His 


Gin 


Phe 


Ala 


Arg 


Asp 


val 


ser 


rlO 


JUT — . *- 

wee 








260 










265 










270 






He 


His 


Val 


Leu 


Met 


Ala 


Asp 


He 


Phe 


Leu 


Leu 


Val 


Pro 


Pro 


Leu 


Leu 






275 










280 










285 








Asn 


Pro 


lie 


Val 


Tyr 


Cys 


Val 


Lys 


J. us. 




Gin 


He 


Arg 


Glu 


Lys 


Val 




290 










295 










300 










Val 


Gly 


Lys 


Leu Cys 


Pro 


Lys 


Val 




Aaa 


Ser 


Lys 


Glu 


Xaa 


Glu 




305 










310 










315 












<210> 1239 




























<211> 313 




























<212> PRT 




























<213> Unknown (H38gl56 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1239 




























Met 


Ser 


He 


He 


Asn 


Thr 


Ser 


Tyr 


Val 


Glu 


He 


Thr 


Thr 


Phe 


Phe 


Leu 


1 








5 










10 










15 




Val 


Gly 


Met 


Pro 


Gly 


Leu 


Glu 


Tyr 


Ala 


His 


He 


Trp 


He 


Ser 


He 


Pro 






20 










25 










30 






He 


Cys 


Ser 


Met 


Tyr 


Leu 


He 


Ala 


He Leu Gly 


Asn 


Gly 


Thr 


He 


Leu 






35 










40 










45 








Phe 


He 


He 


Lys 


Thr 


Glu 


Pro 


Ser 


Leu 


His 


Glu 


Pro 


Met 


Tyr 


Tyr 


Phe 




50 








55 










60 










Leu 


Ser 


Met 


Leu 


Ala 


Met 


Ser 


Asp 


Leu Gly 


Leu 


Ser 


Leu 


Ser 


Ser 


Leu 


65 










70 










75 










80 


Pro 


Thr 


Val 


Leu 


Ser 


He 


Phe 


Leu 


Phe 


Asn 


Ala 


Pro 


Glu 


He 


Ser 


Ser 










85 










90 










95 




Asn 


Ala 


Cys 


Phe 


Ala 


Gin 


Glu 


Phe 


Phe 


He 


His 


Gly 


Phe 


Ser 


Val 


Leu 








100 










105 










110 






Glu 


Ser 


Ser 


Val 


Leu 


Leu 


He 


Met 


Ser 


Phe 


Asp 


Arg 


Phe 


Leu 


Ala 


He 






115 










120 










125 








His 


Asn 


Pro 


Leu 


Arg 


Tyr 


Thr 


Ser 


He 


Leu 


Thr 


Thr 


Val 


Arg 


Val 


Ala 




130 










135 










140 










Gin 


He 


Gly 


He 


Val 


Phe 


Ser 


Phe 


Lys 


Ser 


Met 


Leu 


Leu 


Val 


Leu 


Pro 


145 










150 










155 










160 


Phe 


Pro 


Phe 


Thr 


Leu 


Arg 


Asn 


Leu 


Arg 


Tyr 


Cys 


Lys 


Lys 


Asn 


Gin 


Leu 










165 










170 










175 




Ser 


His 


Ser 


Tyr 


Cys 


Leu 


His 


Gin 


Asp 


Val 


Met 


Lys 


Leu 


Ala 


Cys 


Ser 








180 










185 










190 






Asp 


Asn 


Arg 


He 


Asp 


Val 


He 


Tyr 


Gly 


Phe 


Phe 


Gly 


Ala 


Leu 


Cys 


Leu 






195 










200 










205 








Met 


Val 


Asp 


Phe 


He 


Leu 


He 


Ala 


Val 


Ser 


Tyr 


Thr 


Leu 


He 


Leu 


Lys 




210 










215 










220 










Thr 


Val 


Pro 


Gly 


He 


Ala 


Ser 


Lys 


Lys 


Glu 


Gin 


Leu 


Lys 


Ala 


Leu 


Asn 
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225 230 235 240 

Thr Cys Val Ser His lie Cys Ala Val lie lie Phe Tyr Leu Pro He 

245 250 255 

He Asn Leu Ala Val Val His Arg Phe Ala Arg His Val Ser Pro Leu 

260 265 270 

He Asn Val Leu Met Ala Asn Val Leu Leu Leu Val Pro Pro Leu Thr 

275 280 285 

Asn Pro He Val Tyr Cys Val Lys Thr Lys Gin He Airg Val Arg Val 

290 295 300 

Val Ala Lys Leu Cys Gin Arg Lys He 
305 310 

<210> 1240 
<211> 308 
<212> PRT 

<213> Unknown (H38gl57 protein) 
<220> 

<223> Synthetic construct 
<400> 1240 

Met Val Asn Arg Asn Asn Val Thr Glu Phe He Leu Leu Gly Leu He 

15 10 15 

Glu Asn Pro Lys Met Gin Lys He He Phe Val Val Phe Val He Tyr 

20 25 30 

He Thr Thr Met He Gly Asn Val Leu He Val Val Thr Val Thr Ala 

35 40 45 

Ser Pro Ser Leu Arg Ser Pro Met Tyr Phe Tyr Leu Ala Tyr Leu Ser 

50 55 60 

Phe He Asp Ala Cys Tyr Ser Ser Val Asn Ala Pro Lys Leu He Thr 
65 70 75 80 

Asp Ser Leu Tyr Glu Asn Lys Thr He Leu Leu Asn Gly Cys Met Thr 

85 90 95 

Gin Val Phe Gly Glu His Phe Phe Gly Gly Val Glu Val He Leu Leu 

100 105 HO 

Thr Val Met Ala Tyr Asp Arg Tyr Val Val He Cys Lys Pro Leu His 

115 120 125 

Tyr Thr Thr He Met Lys Gin His Val Cys Ser Leu Leu Val Gly Val 

130 135 140 

Ser Trp Val Gly Gly Phe Leu His Ala Thr Val Gin He Leu Phe He 
145 150 155 160 

Phe Gin Leu Pro Phe Cys Gly Pro Asn Val He Asp His Phe Met Trp 

165 170 175 

Asp Leu Asn Pro Leu Leu Asn Leu Val Cys Thr Asn Thr His Thr Leu 

180 185 190 

Gly Leu Phe Val Ala Ala Asn Ser Gly Phe He Cys Leu Leu Asn Phe 

195 200 205 

Leu Leu Leu Leu Val Ser Tyr Met Val He Leu Tyr Ser Leu Arg Thr 

210 215 220 

His Ser Leu Glu Ala Arg Cys Lys Ala Leu Ser Thr Cys Val Ser His 
225 230 235 240 

He Thr Val Val He Leu Phe Phe He Pro Cys He Phe Val Tyr Met 

245 250 255 

Arg Pro Pro Ala Thr Leu Pro He Asp Lys Ala Val Ala Val Phe Tyr 

260 265 270 

Thr Met He Ala Pro Met Leu Asn Pro Leu He Tyr Thr Leu Arg Asn 

275 280 285 

Ala Gin Met Lys Asn Ala He Arg Lys Leu Cys Ser Arg Lys Ala He 

290 295 300 

Ser Ser Val Lys 
305 
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<210> 1241 
<211> 321 
<212> PRT 

<213> Unknown (H38gl58 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (D...C321) 

<223> Xaa = Any Amino Acid 



<400> 1241 



Met 


Ala 


Tvr 

* Jr *• 


His 


Gly Asn 


Arg 


Gly 


Thr 


Phe 


His 


Pro 


Ala 


Thr 


Phe 


Phe 










5 










10 










15 




Leu 


He 


Glv 


He 
20 


Pro 


Gly 


Leu 


Glu 


Asp 
25 


Val 


His 


Met 


Xaa 


He 
30 


Ser 


Leu 


His 


Phe 




Ser 


Val 


Tyr 


Leu 


Leu 


Ala 


Leu 


Leu 


Gly Asn 


Ala 


Thr 


He 






35 










40 










45 








L6U 


SO 


Val 


He 


Lys 


Ala 


Glu 
55 


Gin 


Thr 


Leu 


Arg 


Glu 
60 


Pro 


Met 


Phe 


Tyr 


PVio 


Leu 


Ala 


He 


Leu 


Ser 


Thr 


He 


Asp 


Leu 


Ala 


Leu 


Ser 


Thr 


Thr 


Ser 


O D 










70 










75 










80 


va. ± 


Pro 




Thr Leu Gly 


He 


Phe 


Trp 


Phe 


Asp 


Ala 


His 


Glu 


He 


Asn 










85 










90 










95 




Phe 


m \7 

vjiy 




Cys 


Val 


Ala 


Gin 


Met 


Phe 


Leu 


He 


His 


Ala 


Phe 


Thr 


Gly 






100 










105 










110 






Met 


Glu 


Ala 


Glu 


Val 


Leu 


Val 


Ala 


Met 


Ala 


Phe 


Asp Arg 


Tyr 


Val 


Ala 






115 










120 










125 








He 


130 


Asn 


Pro 


Leu 


His 


Tvr 
135 


Thr 


Asn 


He 


Leu 


Thr 
140 


Ser 


Arg 


Val 


Leu 


Val 


Glv 


He 


Thr 


Met 


Cys 


He 


Val 


He 


Arg 


Pro 


Val 


Leu 


Phe 


Thr 


Leu 


145 








150 










155 










160 


Pro 


He 


He 


Tyr 


Leu 


He 


Tyr 


Arg 


Leu 


Pro 


Phe 


Cys 


Gin 


Gly His 


He 










165 










170 










175 




He 


Ala 


His 


Ser 


Tyr 


Tyr 


Glu 


His 


Met 


Gly He Ala 


Lys 


Leu 


Ser 


Cys 








180 










185 










190 






Gly 


Asn 


He 


Arg 


Val 


Asn 


Ala 


He 


Tyr Gly Leu 


Phe 


Val 


Val 


Ser 


Phe 




195 










200 










205 








Tyr 


Leu 


Leu 


Asn 


Leu 


Val 


Leu 


He 


Val 


He Ser Tyr Val 


Tyr 


He 


Leu 


210 










215 










220 










Cys 


Ala 


Val 


Phe 


Cys 


Leu 


Ala 


Ser 


His 


Asp 


Ala 


Arg 


Leu 


Lys 


Ala 


Leu 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Val 


Gly Val 


He 


Cys 


Val 


Phe 


Tyr 


He 


Pro 








245 










250 










255 




Ser 


Asp 


Phe 


Ser 


Phe 


Leu 


Thr 


His 


Xaa 


Phe Gly His Asn 


He 


Pro 


His 






260 










265 










270 






Tyr 


Met 


His 


He 


Leu 


Val 


Ala 


Thr 


Leu 


Tyr 


Leu 


Val 


He 


Pro 


Pro 


Ser 




275 










280 










285 








Leu 


Asn 
290 


Pro 


He 


He 


Cys 


Gly 
295 


Val 


Arg 


Thr 


Lys 


Trp 
300 


Lys 


Arg 


Glu 


Arg 


Val 


Leu 


Tyr 


Val 


Leu 


Thr 


Lys 


Lys 


Xaa 


Asp 


Ser 


Asp 


His 


Val 


Leu 


Leu 


305 










310 










315 










320 


Leu 

































<210> 1242 
<211> 162 
<212> PRT 

<213> Unknown (H38gl59 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(162) 

<223> Xaa = Any Amino Acid 



<400> 1242 



Gly 


X us. 


v dx 


Xaa 


He 


Leu 


Ser 


Pro 


Val 


Xaa 


Leu 


Pro 


Phe 


Tyr 


Asp 


Pro 


i 








5 










10 










15 




Asn 


Val 


lie 


Ala 

Ala 

20 


His 


Phe 


Met 


Cvs 


Asp 
25 


Leu 


Asn 


Thr 


Leu 


Leu 
30 


Lys 


Leu 


Leu 


Cys 


Met 


Gly 


Thr 


Thr 


Asn 


Thr 


Leu Gly 


Phe 


Phe 


Val 


Ala 


Ala 


Asn 




35 










40 










45 








Gly 


Gly 


Phe 


Asn 


Tyr 


Leu 


Leu 


Asn 


He 


He 


Phe 


Leu 


Met 


Val 


Ser 


Xaa 


50 










55 










60 










Val 


Ala 


He 


Leu 


Cys 


Thr 


Leu 


Lys 


Thr 


His 


Ser 


Leu 


Glu 


Glu Arg Cys 


65 










70 










75 










80 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


He 


Ser 


His 


Thr 


Thr 


Val 


Val 


He 


Leu 


Phe 








85 










90 










95 




Phe 


Gly 


Phe 


Cys 


He 


Ser 


Val 


Tyr 


Leu 


Cys 


Pro 


Val 


Thr 


Leu 


Leu 


Pro 






100 










105 










110 






He 


Asn 


Lys 
115 


Ala 


Val 


Ala 


Val 


Phe 
120 


Tyr 


Thr 


Met 


He 


Asn 
125 


Pro 


Met 


Leu 


Lys 


Pro 


Leu 


Val 


Tyr 


Thr 


Leu 


Arg 


Asn 


Ala 


Glu 


Val 


Lys 


Ser 


Ala 


Leu 


130 










135 










140 










Arg 


Lys 


Leu 


Trp 


Val 


Lys 


Arg 


Xaa 


Thr 


Glu 


Glu 


Arg 


Asn 


Asn 


Pro 


Asn 


145 








150 










155 










160 



He Arg 



<210> 1243 
<211> 311 
<212> PRT 

<213> Unknown (H3 8gl60 protein) 



<220> 

<223> Synthetic construct 



<400> 1243 


























Met 


Phe 


Tyr 


His 


Asn 


Lys 


Ser 


He 


Phe 


His 


Pro 


Val 


Thr 


Phe 


Phe Leu 


1 






5 










10 










15 


He 


Gly 


He 


Pro 


Gly 


Leu 


Glu 


Asp 


Phe 


His 


Met 


Trp 


He 


Ser 


Gly Pro 






20 










25 










30 




Phe 


Cys 


Ser 


Val 


Tyr 


Leu 


Val 


Ala 


Leu Leu Gly 


Asn 


Ala 


Thr 


He Leu 






35 










40 










45 






Leu 


Val 


He 


Lys 


Val 


Glu 


Gin 


Thr 


Leu 


Arg 


Glu 


Pro 


Met 


Phe 


Tyr Phe 




50 








55 










60 








Leu 


Ala 


He 


Leu 


Ser 


Thr 


He 


Asp 


Leu 


Ala 


Leu 


Ser 


Ala 


Thr 


Ser Val 


65 










70 










75 








80 


Pro 


Arg 


Met 


Leu 


Gly 


He 


Phe 


Trp 


Phe 


Asp 


Ala 


His 


Glu 


He 


Asn Tyr 








85 










90 










95 


Gly 


Ala 


Cys 


Val 


Ala 


Gin 


Met 


Phe 


Leu 


He 


His 


Ala 


Phe 


Thr 


Gly Met 




100 










105 










110 




Glu 


Ala 


Glu 


Val 


Leu 


Leu 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala He 






115 










120 










125 






Cys 


Ala 


Pro 


Leu 


His 


Tyr 


Ala 


Thr 


He 


Leu 


Thr 


Ser 


Leu 


Val 


Leu Val 


130 










135 










140 








Gly 


He 


Ser 


Met 


Cys 


He 


Val 


He 


Arg 


Pro 


Val 


Leu 


Leu 


Thr 


Leu Pro 


145 








150 










155 








160 
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Met 


Val 


Tyr Leu 


He 


Tyr 


Arg 


Leu 


Pro Phe 


Cys 


Gin 


Ala 


His 


He 


He 








165 








170 










175 




Ala 


His 


Ser Tyr 


Cys 


Glu 


His 


Met 


Gly He 


Ala 


Lys 


Leu 


Ser 


Cys 


Gly 






180 










185 








190 






Asn 


lie 


Arg lie 


Asn Gly 


He 


Tyr 


Gly Leu 


Phe 


Val 


Val 


Ser 


Phe 


Phe 






195 








200 








205 








Val 


Leu 


Asn Leu 


Val 


Leu 


He 


Gly 


He Ser 


Tyr 


Val 


Tyr 


He 


Leu 


Arg 




210 








215 








220 










Ala 


Val 


Phe Arg 


Leu 


Pro 


Ser 


His 


Asp Ala 


Gin 


Leu 


Lys 


Ala 


Leu 


Ser 


225 






230 








235 










240 


Thr 


Cys 


Gly Ala 


His 


Val 


Gly 


Val 


He Cys 


Val 


Phe 


Tyr 


He 


Pro 


Ser 








245 








250 










255 




Val 


Phe 


Ser Phe 


Leu 


Thr 


His 


Arg 


Phe Gly His Gin 


He 


Pro 


Gly 


Tyr 






260 










265 








270 






lie 


His 


lie Leu 


Val 


Ala 


Asn 


Leu 


Tyr Leu 


He 


He 


Pro 


Pro 


Ser 


Leu 






275 








280 








285 








Asn 


Pro 


lie He 


Tyr 


Gly 


Val 


Arg 


Thr Lys 


Gin 


He 


Arg 


Glu 


Arg 


Val 




290 








295 








300 










Leu 


Tyr 


Val Phe 


Thr 


Lys 


Lys 


















305 








310 





















<210> 1244 
<211> 315 
<212> PRT 

<213> Unknown (H38gl61 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(315) 

<223> Xaa = Any Amino Acid 



<400> 1244 



Met 


Glu 


Asn 


Arg 


Asn 


Asn 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Gly 


Leu 


Thr 


1 








5 










10 










15 




Glu 


Asn 


Pro 


Lys 
20 


Met 


Gin 


Lys 


He 


He 
25 


Phe 


Val 


Val 


Phe 


Phe 
30 


Val 


He 


Tyr 


He 


He 
35 


Thr 


Val 


Val 


Gly 


Asn 
40 


Ala 


Leu 


He 


Val 


Val 
45 


Thr 


He 


Thr 


Ala 


Ser 
50 


Pro 


Ser 


Leu 


Gly 


Ser 
55 


Pro 


Met 


Tyr 


Leu 


Phe 
60 


Leu 


Ala 


Tyr 


Leu 


Ser 


Phe 


He 


Asp 


Ala 


Cys 


Tyr 


Ser 


Ser 


Val 


Asn 


Thr 


Pro 


Lys 


Leu 


He 


65 










70 










75 










80 


Thr 


Asp 


Ser 


Leu 


Tyr 
85 


Gly 


Lys 


Asn 


Thr 


He 
90 


Leu 


Phe 


Asn 


Gly 


Cys 
95 


Met 


Thr 


Gin 


Val 


Phe 


Gly 


Glu 


His 


Phe 


Phe Gly Gly Ala 


Glu 


Gly 


He 


Leu 








100 










105 










110 






Leu 


Thr 


Val 
115 


Met 


Ala 


Tyr 


Asp 


Arg 
120 


Tyr 


Val 


Ala 


He 


Cys 
125 


Lys 


Pro 


Leu 


His 


Tyr 


Met 


Thr 


He 


Met 


Asn 


Gin 


Cys 


Val 


Tyr Ala 


Leu 


Leu 


Met 


Gly 




130 










135 










140 










Val 


Val 


Trp 


Met 


Gly 


Gly 


Phe 


Leu 


His 


Ala 


Thr 


He 


Gin 


He 


Leu 


Phe 


145 










150 










155 










160 


He 


Phe 


Gin 


Leu 


Pro 
165 


Phe 


Cys 


Gly 


Pro 


Asn 
170 


Val 


He 


Asp 


His 


Phe 
175 


Met 


Cys 


Asp 


Leu 


Asn 
180 


Pro 


Leu 


Leu 


Asn 


Leu 
185 


Ala 


Cys 


Thr 


Asp 


Thr 
190 


His 


Met 


Leu 


Gly 


Leu 


Phe 


He 


Ala 


Ala 


Asn 


Ser Gly 


Phe 


He 


Cys 


Leu 


Leu 


Asn 






195 










200 










205 








Phe 


Val 


Leu 


Leu 


Leu 


Val 


Ser 


Tyr 


Val 


Val 


He 


Leu 


Arg 


Ser 


Leu 


Arg 
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215 










220 










i nr 


HIS 


OCX 


T on 


gi \i 


Ala 


Airg 


His 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


Val 


Ser 


225 










230 










235 










240 


nib 


Tip 
lie 


Thr* 

X 111. 


Val 


Val 
245 


He 


Leu 


Phe 


Phe 


Val 
250 


Pro 


Cys 


He 


Phe 


Val 
255 


Tyr 


i its V- 


nig 


Pro 


Ala 


Ala 


Thr 


Leu 


Pro 


He 


Asp 


Lys 


Ala 


Val 


Ala 


He 


Phe 






260 










265 










270 






Tyr 


Thr 


Met 


He 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Thr 


Leu 


Arg 




275 










280 










285 








Asn 


Ala 
290 


Gin 


Met 


Lys 


Asn 


Ala 
295 


He 


Arg 


Lys 


Leu 


Cys 
300 


Ser 


Arg 


Lys 


Asp 


He 


Ser 


Gly Asn Lys 


Xaa 


Met 


Xaa 


Leu 


Glu 


Leu 












305 










310 










315 













<210> 1245 
<211> 322 
<212> PRT 

<213> Unknown (H38gl62 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (322) 

<223> Xaa = Any Amino Acid 



<400> 1245 



Ser 


Asn 


Thr 


Gly 


Met 


Ser 


He 


Leu 


Asn 


Thr 


Ser 


Glu 


Met 


Glu 


He 


Ser 


1 






5 










10 










15 




He 


Phe 


Tyr 


Leu 


Val 


Gly 


He 


Pro 


Gly Leu 


Glu 


His 


Ala 


Asn 


He 


Trp 






20 










25 










30 






He 


Ser 


He 


Pro 


He 


Cys 


Leu 


Met 


Tyr Thr Val Ala 


He 


Leu 


Gly Asn 






35 










40 










45 








Cys 


Thr 


He 


Leu 


Phe 


Phe 


He 


Lys 


Thr 


Glu 


Pro 


Ser 


Leu 


His 


Glu 


Pro 


50 










55 










60 










Met 


Tyr 


Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ala 


Leu 


Ser 


Asp 


Leu 


Gly 


Leu 


Ser 


65 






70 










75 










80 


Leu 


Ser 


Ser 


Leu 


Pro 
85 


Thr 


Met 


Leu 


Arg 


He 
90 


Phe 


Leu 


Phe 


Asn 


Ala 
95 


Pro 


Gly 


He 


Ser 


Pro 


Asp 


Ala 


Cys 


He 


Ala 


Gin 


Glu 


Phe 


Phe 


He 


His 


Gly 






100 










105 










110 






Phe 


Ser 


Ala 
115 


Met 


Glu 


Ser 


Ser 


Val 
120 


Leu 


Leu 


He 


Met 


Ser 
125 


Phe 


Asp 


Arg 


Phe 


He 


Ala 


He 


Cys 


Asn 


Pro 


Leu 


Arg Tyr 


Thr 


Ser 


He 


Leu 


Thr 


Ser 




130 










135 










140 










Ala 


Arg Val 


He 


Gin 


He 


Gly 


Leu 


Ala 


Phe 


Ser 


Leu 


Lys 


Asn 


Val 


Leu 


145 










150 










155 










160 


Leu 


He 


Leu 


Pro 


Phe 


Pro 


Phe 


Thr 


Leu Lys 


His 


Leu 


Lys 


Tyr 


Cys 


Lys 










165 










170 










175 




Lys 


Asn 


Leu 


Leu 


Ser 


Gin 


Ser 


Tyr 


Cys 


Leu 


His 


Gin 


Asp 


Val 


Met 


Lys 






180 










185 










190 






Leu 


Ala 


Cys 
195 


Thr 


Asp 


Asn 


Lys 


Val 
200 


Asn 


He 


He 


Tyr 


Gly 
205 


Leu 


Phe 


Val 


Ala 


Leu 
210 


Thr 


Gly 


He 


Leu 


Asp 
215 


Leu 


Thr 


Phe 


He 


Phe 
220 


Met 


Ser 


Tyr 


Met 


Leu 


He 


Leu 


Lys 


Ala 


Val 


Leu 


Ser 


He 


Ala 


Ser 


Xaa 


Lys 


Lys 


Arg 


Leu 


225 








230 










235 










240 


Lys 


Val 


Leu 


Asn 


Thr 


Cys 


Val 


Ser 


His 


He 


Cys 


Ala 


Val 


Leu 


He 


Phe 








245 










250 










255 




Tyr 


Val 


Pro 


He 


He 


Ser 


Leu 


Ala 


Val 


He 


Tyr 


Arg 


Phe 


Ala 


Lys 


His 






260 










265 










270 
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Ser Phe Pro He Thr Arg 
275 

Pro Pro Leu Met Asn Pro 
290 

Arg Asn Leu Val Leu Glu 
305 310 
Cys Leu 
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280 

He Val Tyr Cys Val Lys 
295 300 
Lys Leu Cys Gin Lys Gin 
315 
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Phe Leu Leu Val 
285 

Ser Gin Gin He 

Ser Xaa Ser Gly 
320 



<210> 1246 
<211> 319 
<212> PRT 

<213> Unknown (H38gl63 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (319) 

<223> Xaa = Any Amino Acid 

<400> 1246 



Ser 


His 


Thr 


Glu 


Pro 


Gin 


Asn 


Leu 


Thr Gly Val 


Ser 


Glu 


Phe 


Leu 


Leu 


i 








5 










10 










15 




Leu 


Gly 


Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Leu 


Leu 


Ala 


Gly 


Leu 








20 










25 










30 






Phe 


Leu 


Ser 


Met 


Cys 


Leu 


Val 


Thr 


Met 


Leu 


Arg 


Glu 


Leu 


Leu 


He 


He 






35 










40 










45 








Leu 


Ala 


Val 


Thr 


Ser 


Asp 


Ser 


His 


Leu 


His 


He 


Pro 


Met 


Tyr 


Phe 


Phe 




50 










55 










60 










Leu 


Ser 


Asn 


Leu 


Val 


Leu 


Gly 


His 


Asp 


He 


Gly 


Phe 


Thr 


Xaa 


Ala 


Thr 


65 










70 










75 










80 


Val 


Pro 


Lys 


Met 


He 


Val 


Asp 


Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 










85 










90 










95 




His 


Ala 


Gly 


Cys 


Leu 


Thr 


Gin 


He 


Pro 


Phe 


Phe 


Val 


Leu 


Phe 


Val 


Cys 








100 










105 










110 






He 


Asp 


Asp 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Xaa 


Phe 


Val 


Ala 






115 










120 










125 








lie 


Cys 


His 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


He 


Met 


Asn 


Pro 


His 


Leu 


Cys 




130 










135 










140 










Val 


Phe 


Leu 


Val 


Leu 


Met 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Xaa 


Leu 


145 










150 










155 










160 


His 


Asn 


Trp 


He 


Val 


Gin 


Phe 


Thr 


Cys 


Phe 


Lys 


Asn 


Val 


Glu 


He 


Ser 










165 










170 










175 




Asn 


Phe 


Phe 


Cys 


Asp 


Xaa 


Ser 


Gin 


Leu 


Leu 


Asn 


Leu 


Ala 


Cys 


Ser 


Asp 








180 










185 










190 






Val 


He 


Ser 


Asn 


He 


Phe 


He 


His 


Leu 


Asp 


Ser 


Thr 


He 


Phe 


Gly 


Phe 






195 










200 










205 








Leu 


Pro 


He 


Ser 


Gly 


He 


Leu 


Leu 


Ser 


Tyr 


Tyr 


Lys 


He 


Val 


Pro 


Ser 




210 










215 










220 










He 


Leu 


Arg 


He 


Pro 


Leu 


Ser 


Asp 


Gly 


Lys 


Tyr 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


He 


Val 


Cys 


Leu 


Phe 


Tyr 


Gly Thr 


Gly 


He 










245 










250 










255 




Gly 


Met 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Ala 


Pro 


Arg 


Asn 


Gly Val 






260 










265 










270 






Val 


Ala 


Ser 


Val 


Leu 


Tyr 


Ala 


He 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Phe 






275 










280 










285 








He 


Cys 


Ser 


Leu 


Arg 


Asn 


Arg 


Gly 


He 


Gin 


Ser 


Ala 


Leu 


Trp 


Arg 


Leu 




290 










295 










300 










Cys 


Arg 


Arg 


Lys 


Val 


Xaa 


Ser 


His 


Asp Leu 


Phe 


His 


Pro 


Phe 


Ser 
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305 310 315 

<210> 1247 
<211> 320 
<212> PRT 

<213> Unknown (H38gl64 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1247 



Met 


Arg 


Leu 


He 


Xaa 


Asp 


Glu 


Glu 


Met 


Ser 


Arg Arg 


Asn 


Tyr 


Thr 


Glu 


1 








5 










10 










15 




Leu 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Gly 


Leu 


Thr 


Ser 


Arg 


Pro 


Glu 


Leu 


Arg 








20 










25 










30 






Val 


Ala 


Phe 


Leu 


Ala 


Leu 


Phe 


Leu 


Phe 


Val 


Tyr 


He 


Ala 


Thr 


Val 


Val 






35 










40 










45 








Gly 


Asn 


Leu 


Gly Met 


He 


He 


Leu 


He 


Lys 


Val 


Asp 


Ser 


Arg 


Leu 


His 




50 










55 










60 










Thr 


Pro 


Met 


Xaa 


Phe 


Phe 


Leu 


Ser 


Ser 


Leu 


Ser 


He 


Leu 


Asp 


Leu 


Cys 


65 










70 










75 










80 


Phe 


Ser 


Thr 


Asn 


Phe 


Thr 


Pro 


Lys 


Met 


Leu 


Glu 


Asn 


Phe 


Leu 


Ser 


Glu 










85 










90 










95 




Lys 


Lys 


Thr 


He 


Ser 


Tyr 


Ala 


Gly 


Cys 


Leu 


Met 


Gin 


Cys 


Tyr 


Val 


Val 








100 
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Val 


Leu 


Ala 
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Cys 


Met 
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Ala 


Val 


Met 


Ala 
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Tyr 


Met 
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He 


Cys 


Asn 


Pro 


Leu 


Leu 


Tyr 


Ser 


Ser 


Lys 


Met 
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135 










140 
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Gin 


Gly 


Val 


Cys 


Val 


His 


Leu 


Val 


He 


Val 


Pro Tyr Val 


Tyr Gly 


145 










150 
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160 


Phe 
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Leu 


Ser 


Val 


Met 


Glu 


Thr 


Leu 


Arg 


Thr 
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Leu 


Ser 


Phe 
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Cys 
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Thr 


Asn 


Glu 


He 


Asn 


His 


Phe 


Tyr 


Cys 


Ala 


Asp 


Pro 


Pro 


Leu 








180 










185 
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Asp 


Thr 


Tyr 


Ser 
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Glu 


Leu 


Ser 


Met 


Tyr 
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Val 


Gin 


Ser 


Leu 


Leu 


He 


He 


Leu 


Thr 




210 










215 










220 
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Tyr 


Met 


Phe 


He 


Leu 


Val 


Ala 


He 


Leu 


Arg 


Ser 


His 


Ser 


Ala 


Glu 


225 










230 










235 










240 


Gly 


Arg 
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Lys 
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Phe 
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Thr 


Cys 


Gly 


Ser 


His. 


Leu 


Thr 


Val 


Val 










245 
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255 
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He 


Phe 


Tyr 
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Thr 


Leu 


Phe 


Cys 


Met 


His 


Leu 


Arg 


Arg 


Pro 


Thr 








260 










265 










270 






Asp 


Glu 


Ser 


Val 


Glu 


Gin 


Gly 


Lys 


Met 


Val 


Ala 


Val 


Phe 


Tyr 


Thr 


Thr 






275 










280 










285 








Val 


He 


Leu 


Met 


Leu 


Asn 


Ser 


Met 


He Tyr Gly Leu Arg Asn 


Lys 


Asp 
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295 
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Val 


Lys 


Glu 


Ala 
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Lys 


Lys 
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He Gly 


Lys 
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Thr 


Leu 


Gly Lys 



305 310 315 320 

<210> 1248 
<211> 316 
<212> PRT 

<213> Unknown (H3 8gl65 protein) 
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<220> 

<223> Synthetic construct 
<400> 1248 

Arg Arg Met Gly Asn His Thr Ala Val Ser Leu Phe Leu Leu Trp Gly 

15 10 15 

Phe Ser Ser Phe Ser Asp Leu Gin Ser Leu Leu Phe Val Val lie Leu 

20 25 30 

Leu Leu His Val Thr lie Leu Ala Ala Asn Val Ser lie Met Gly Ala 

35 40 45 

lie Lys Leu Ser His Asn Leu His Thr Pro Met Tyr Phe Phe Leu Cys 

50 55 60 

Gly Leu Ser Phe Ser Glu Thr Cys Thr Thr Val Val Val lie Pro Arg 
65 70 75 80 

Met Leu Val Asp Phe Leu Ser Glu Ser Lys Thr lie Ser Leu Pro Glu 

85 90 95 

Cys Ala Thr Gin Met Phe Phe Phe Leu Gly Phe Ala Ser Asn Asn Cys 

100 105 110 

Phe lie Met Ala Ala Met Ser Tyr Asp Arg Tyr Thr Ala lie His Asn 

115 120 125 

Pro Leu Gin Tyr His Thr Leu Met Thr Arg Lys lie Cys Leu Gin Met 

130 135 140 

Met Met Ala Ser Trp Met Val Gly Phe Leu Phe Ser Leu Cys lie lie 
145 150 155 160 

Val Thr Val Phe Asn Leu Ser Leu Cys Asp Leu Asn Thr lie Gin His 

165 170 175 

Tyr Phe Cys Asp lie Ser Pro Val Val Ser Leu Ala Cys Asn Tyr Thr 

180 185 190 

Phe Tyr His Glu Met Ala He Phe Val Leu Ser Ala Phe Val Leu Val 

195 200 205 

Gly Ser Cys He Leu He Met lie Ser Tyr Val Phe He Val Phe He 

210 215 220 

Val He Lys Met Pro Ser Ala Lys Gly Arg Ser Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Ser Ser His Leu Thr Val Val Ser He His Tyr Gly Phe Ala Cys 

245 250 255 

Phe Val Tyr Leu Arg Pro Lys Asn Ser Asn Ser Phe Asp Glu Asp Met 

260 265 270 

Leu Thr Ala Met He Tyr Thr He Leu Met Pro Leu Leu Asn Pro He 

275 280 285 

Val Tyr Ser Leu Arg Asn Lys Glu Met Gin He Ala Leu Arg Lys Thr 

290 295 300 

Leu Gly Ser Val Phe Gly Val Phe Pro Gin Lys Thr 
305 310 315 

<210> 1249 
<211> 319 
<212> PRT 

<213> Unknown (H38gl66 protein) 
<220> 

<223> Synthetic construct 
<400> 1249 

Met Ser Ala Tyr Asn Asn Thr Asn Ala Arg Pro Ser Thr Phe He Leu 

15 10 15 

He Gly He Pro Gly Leu Glu Ala Ala His He Trp He Ser He Pro 

20 25 30 

Phe Cys Val Val Tyr Leu Leu Ala Leu Leu Gly Asn Gly Ser Leu Leu 

35 40 45 

Phe He He Lys Thr Glu Pro Ser Leu His Glu Pro Met Tyr Leu Phe 
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50 55 60 

Leu Cys Met Leu Ala Val Val Asp Leu Val Val Cys Ser Thr Ala Val 
65 70 75 80 

Pro Lys Leu Leu Ser Leu Phe Trp Phe His Asp Gly Glu lie Arg Phe 

85 90 95 

Glu Thr Cys Leu Thr Gin Met Phe Leu lie His Ser Cys Ser Thr Met 

100 105 110 

Glu Ser Gly Phe Phe Leu Ala Met Ala Phe Asp Arg Tyr Val Ala lie 

115 120 125 

Cys Asn Pro Leu Arg His Ser Ala lie Leu Thr Arg Ala Val lie Gly 

130 135 140 

Arg Val Gly Leu Ala lie Val Leu Arg Gly lie Ala Leu Leu Ser Pro 
145 150 155 160 

His Ser Phe Leu Leu Arg Trp Leu Pro Tyr Cys Arg Thr His lie lie 

165 170 175 

Ser His Thr Tyr Cys Glu Phe Met Ala Leu lie Arg lie Ala Cys Ala 

180 185 190 

Glu Thr Lys Phe Arg Arg Ala Tyr Ser Leu lie Val Ala Phe Leu Thr 

195 200 205 

Gly Val Val Asp Phe lie Leu lie lie Tyr Ser Tyr Val Leu He Leu 

210 215 220 

His Thr Val Phe Gin Leu Pro Ser Lys Asp Ala Arg Leu Lys Ser Leu 
225 230 235 240 

Gly Thr Cys Gly Ser His Val Cys Val He Leu Val Ser Tyr Thr Pro 

245 250 255 

Ala Phe Phe Ser Phe Leu Thr His Arg Phe Gly His His Val Ala Pro 

260 265 270 

His Phe His He Phe Val Ala Asn He Tyr Leu Leu Val Pro Pro Met 

275 280 285 

Val Asn Pro He He Tyr Gly Val Arg Thr Lys Arg He Trp Asp Arg 

290 295 300 

Phe Leu Lys Val Phe Ser Phe Ser Lys Pro Leu Ser Lys Ser Phe 
305 310 315 

<210> 1250 
<211> 307 
<212> PRT 

<213> Unknown <H3 8gl67 protein) 
<220> 

<223> Synthetic construct 
<400> 1250 

Met Leu Asn Phe Thr Asp Val Thr Glu Phe He Leu Leu Gly Leu Thr 

15 10 15 

Ser Arg Arg Glu Trp Gin Val Leu Phe Phe He He Phe Leu Val Val 

20 25 30 

Tyr He He Thr Met Val Gly Asn He Gly Met Met Val Leu He Lys 

35 40 45 

Val Ser Pro Gin Leu Asn Asn Pro Met Tyr Phe Phe Leu Ser His Leu 

50 55 60 

Ser Phe Val Asp Val Trp Phe Ser Ser Asn Val Thr Pro Lys Met Leu 
65 70 75 80 

Glu Asn Leu Leu Ser Asp Lys Lys Thr He Thr Tyr Ala Gly Cys Leu 

85 90 95 

Val Gin Cys Phe Phe Phe He Ala Leu Val His Val Glu He Phe He 

100 105 110 

Leu Ala Ala Met Ala Phe Asp Arg Tyr Met Ala He Gly Asn Pro Leu 

115 120 125 

Leu Tyr Gly Ser Lys Met Ser Arg Val Val Cys He Arg Leu He Thr 
130 135 140 
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Val 
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He 


He 


Ser 
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He 


Leu 


He Ala 


He 


Leu 




210 










215 










220 








Arg 


Met 


Arg 


Ser 


Ala 


Glu 


Gly 


Arg 
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Lys 


Ala 


Phe 


Ser Thr 


Cys 


Gly 


225 










230 
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240 


Ser 
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Leu 
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Ala 


Val 


He 


He 


Phe 


Tyr Gly Thr 


Leu He 


Phe 


Met 










245 










250 








255 




Tyr 
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Arg 


Arg 


Pro 


Thr 


Glu 


Glu 


Ser 


Val 


Glu 


Gin 


Gly Lys 


Met 


Val 








260 










265 








270 






Ala 


Val 


Phe 
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Val 


He 


Pro 


Met 
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Asn 
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He 


Tyr 
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Val 
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Met 
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Ser 




290 










295 










300 








Arg 


Ser 


Cys 


























305 






























<210> 1251 


























<211> 322 


























<212> PRT 


























<213> Unknown (H38gl68 protein) 
















<220> 




























<223> Synthetic 


construct 


















<400> 1251 
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Glu 
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Ala 
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Ser 


Ser Leu 


Phe 
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20 










25 








30 






Leu 


Leu 


Phe 
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Tyr 


Ser 


He 


Thr 


Val 


Ala 
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Leu 
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40 
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Leu 
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Val 


Gly 
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Asp 


Ser 


His 
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Ser 


Leu Pro 


Met 


Tyr 




50 










55 










60 








His 


Phe 


Leu 


Gly His 


Leu 


Ser 


Phe 


Leu 


Asp 


Ala 


Trp 


Leu Ser 


Thr 


Val 


65 










70 










75 








80 


Thr 


Val 


Pro 


Lys 


Val 


Met 


Ala 


Gly 


Leu 


Leu 


Thr 


Leu 


Asp Gly 


Lys 


Val 
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Glu 


Gly 


Cys 


Ala 


Val 
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Leu 


Tyr 


Cys 
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Phe 


Leu 
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Glu 


Cys 


Phe 


Leu 


Tyr 


Thr 


Val 


Met 


Ala 


Tyr Asp 


Arg 


Tyr 






115 










120 










125 






Leu 


Ala 


He 


Cys 


Gin 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


Ala 


Met Asn 


Arg Arg 




130 










135 










140 








Met 


Cys 


Ala 


Glu 


Met 


Ala 


Gly 


He 


Thr 


Trp Ala 


He 


Gly Ala 


Thr 


His 


145 










150 










155 








160 


Ala 


Ala 


He 


His 


Thr 


Ser 


Leu 


Thr 


Phe 


Arg 


Leu 


Leu 


Tyr Cys 


Gly 


Pro 
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175 




Cys 


His 


He 


Ala 


Tyr 


Phe 


Phe 


Cys 


Asp 


He 


Pro 


Pro 


Val Leu 


Lys 


Leu 








180 










185 








190 
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Cys 


Thr 


Asp 


Thr 


Thr 


He 


Asn 


Glu 


Leu 


Val 


Met 


Leu Ala 


Ser 


He 
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200 










205 






Gly 


He 


Val 


Ala 


Ala 


Gly Cys 


Leu 


He 


Leu 


He 


Val 


He Ser 


Tyr 


He 




210 
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He 


Val 
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He 


Arg 
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Gin Gly Arg Gin 
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<210> 1252 




























<211> 322 




























<212> PRT 




























<213> Unknown (H38gl69 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1).. 


. (322) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1252 




























Lys Met 
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Phe 
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Asp 
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Glu 
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He 


Leu 
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Leu 


1 






5 










10 










15 




Thr Ser 


Arg 
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Met Val Ala Val Phe Tyr Thr Thr Val He Pro Met Leu Asn Pro Met 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp Val Lys Lys Ala Met Met Lys Val 

290 295 300 

He Ser Arg Ser Cys Xaa Thr Lys Xaa Asn Gin Val Xaa He Asn Phe 
305 310 315 320 

Val Phe 



<210> 1253 
<211> 311 
<212> PRT 

<213> Unknown (H38gl70 protein) 
<220> 

<223> Synthetic construct 



<400> 1253 
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<212> PRT 

<213> Unknovm (H38gl71 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1254 
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20 










25 
















Xaa 


Met 


Tyr 


Thr 


Val 


Ala 


Leu 


Ser 


Gly Thr 


Ser 


He 


Leu 


Tl ^ 

lie 


Phe 


Leu 






35 










40 


















lie 


Xaa 


Thr 


Asp 


Phe 


Xaa 


Val 


His 


Thr 


Ser 


Leu 


Tyr 


Ser 


pne 


Xaa 


Val 




50 










55 










60 










Leu 


He 


Asp 


lie 


Ala 


He 


Ser 


Val 


Val 


Lys 


He Gly 


lie 


Glu 


Val 


Phe 


65 








70 










75 










80 


Ser 


Gly 


Lys 


He 


Asn 


Phe 


Ser 


His 


Thr 


Gly 


Cys 


Gly 


ml, 

Tnr 


Gin 


He 


Phe 










85 










90 










95 




Phe 


Phe 


Leu 


Thr 


Ala 


Gly 


He 


Phe 


Lys 


Tyr 


Val 


Leu 


Leu 


Thr 


Tyr 


Met 








100 










105 










110 






Ala 


Tyr 


Asp 


His 


Asn 


Val 


Ala 


He 


Cys 


Asp 


Leu 


Arg 


Xaa 


Pro 


Thr 


Phe 






115 










120 










IOC 

125 








Met 


Ser 


Asp 


Gin 


Val 


Phe 


Xaa 


Gin 


Trp 


Ala 


Val 


Glu 


Ser 


Trp 


He Gly 




130 










135 










140 










Gly 


Lys 


Leu 


Ser 


Ser 


Leu 


Ala 


His 


Thr 


He 


Tyr 


He 


rfie 


MIS 


Leu 


Phe 


145 










150 










155 










160 


Ser 


Tyr 


Lys 


Ala 


Lys 


Glu 


lie 


ser 


His 


Leu 


Trp 


Pro 


Lys 


Leu 


Phe 


Xaa 










165 










170 










175 




Ser 


Ser 


Ser 


Val 


Gly 


He 


Pro 


Tyr 


He 


Gin 


Asn 


Asp 


Val 


Phe 


Phe 


Thr 








180 










185 










190 






He 


lie 


Thr 


Phe 


Leu 


Phe 


Thr 


Leu 


Leu 


Pro 


Leu 


Thr 


Leu 


Thr 


Leu 


Ser 






195 










200 










205 








Ser 


Lys 


Leu 


He 


Val 


Phe 


Thr 


He 


Leu 


His 


Met 


Asn 


Ser 


Ser 


Asn 


Gly 




210 










215 










220 










Gly 


Ala 


Lys 


Ser 


Trp 


His 


Thr 


Tyr 


Cys 


Phe 


His 


Leu 


Ser 


Val 


Leu 


He 


225 










230 










235 










240 


Pro 


Cys 


Cys 


Gly Gin 


Ala 


He 


Phe 


Val 


Tyr 


Met 


Thr 


Ser 


Ser 


Ser 


Phe 










245 










250 










255 




Xaa 


Thr 


Val 


Asn 


Lys 


Tyr 


Gin 


Thr 


Met 


Ser 


Val 


Leu 


Thr 


Ala 


Xaa 


Leu 








260 










265 










270 






Tyr 


Pro 


Leu 


Leu 


Lys 


Pro 


Leu 


He 


Asp 


He 


Leu 


Lys 


Asn 


Ala 


Glu 


Val 






275 










280 










285 








Ala 


Gly 


Ala 


Trp 


Ser 


Lys 


Phe 


Leu 


Xaa 


Lys 


Lys 


Ala 


Leu 


Lys 


Ser 


Gin 




290 










295 










300 










His 


Leu 


He 


Thr 


Arg 


Ser 


Cys 


Glu 


Asn 


Lys 


Xaa 


Thr 


Thr 


Glu 


Gin 


Ser 



305 310 315 320 

<210> 1255 
<211> 320 
<212> PRT 

<213> Unknown (H38gl72 protein) 
<220> 

<223> Synthetic construct « 
<221> VARIANT 
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<222> (1) . . . (320) 

<223> Xaa = Any Amino Acid 



<400> 1255 



Met 


Leu 


Val 


Pro 


Lys 




Met 


Val 


Arg 


Gly Asn 


Ser 


Thr 


Leu 


Val 


Thr 


1 








5 










10 










15 




Glu 


Phe 


He 


Leu 


Leu 


Gly 


Leu 


Lys 


Asp 


Leu 


Pro 


Glu 


Leu 


Gin 


Pro 


He 








20 










25 










30 






Leu 


Phe 


Val 


Leu 


Phe 


Leu 


Leu 


He 


Tyr 


Leu 


He 


Thr 


Val 


Gly 


Gly Asn 






35 










40 










45 








Leu 


Gly 


Met 


Leu 


Val 


Leu 


He 


Arg 


He 


Asp 


Ser 


Arg 


Leu 


His 


Thr 


Pro 




50 










55 










60 










Met 


Tyr 


Phe 


Phe 


Leu 


Ala 


Ser 


Leu 


Ser 


Cys 


Leu 


Asp 


Leu 


Tyr 


Tyr 


Ser 


65 








70 










75 










80 


Thr 


Asn 


Val 


Thr 


Pro 


Lys 


Met 


Leu 


Val 


Asn 


Phe 


Phe 


Ser 


Asp 


Lys 


Lys 










85 










90 










95 




Ala 


He 


Ser 


Tyr 


Ala 


Ala 


Cys 


Leu 


Val 


Gin 


Cys 


Tyr 


Phe 


Phe 


He 


Ala 








100 










105 










110 






Val 


Val 


He 


Thr 


Glu 


Tyr 


Tyr 


Met 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 






115 










120 










125 








Tyr 


Val 


Ala 


He 


Cys 


Asn 


Pro 


Leu 


Leu 


Tyr 


Ser 


Ser 


Lys 


Met 


Ser 


Lys 


130 










135 










140 










Gly 


Leu 


Cys 


He 


Arg 


Leu 


He 


Ala Gly 


Pro 


Tyr 


Val 


Tyr 


Gly 


Phe 


Leu 


145 










150 










155 










160 


Ser 


Gly 


Leu 


Met 


Glu 


Thr 


Met 


Trp 


Thr 


Tyr 


His 


Leu 


Thr 


Phe 


Cys 


Gly 








165 










170 










175 




Sear 


Asn 


He 


He 


Asn 


His 


Phe 


Tyr 


Cys 


Ala 


Asp 


Pro 


Pro 


Leu 


He 


Arg 








180 










185 










190 






Leu 


Ser 


Cys 


Ser 


Asp 


Thr 


Phe 


He 


Lys 


Glu 


Thr 


Ser 


Met 


Phe 


Val 


Val 






195 










200 










205 








Ala 


Xaa 


Phe 


Asn 


Leu 


Ser 


Ser 


Ser 


Leu 


He 


He 


He 


Leu 


He 


Ser 


Tyr 




210 










215 










220 










He 


Phe 


He 


Leu 


He 


Ala 


He 


Leu 


Arg 


Met 


Arg 


Ser 


Ala 


Glu 


Ser 


Arg 


225 










230 










235 










240 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Val 


Ala 


Val 


Thr 


Val 






245 










250 










255 




Phe 


Tyr 


Gly Thr 


Leu 


Phe 


Cys 


Met 


Tyr 


Val 


Arg 


Pro 


Pro 


Thr 


Asp Arg 






260 










265 










270 






Ser 


Val 


Glu 


Gin 


Ser 


Lys 


Val 


He 


Ala 


Val 


Phe 


Tyr 


Thr 


Phe 


Val 


Ser 






275 










280 










285 








Pro 


Met 


Leu 


Asn 


Pro 


He 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 




290 










295 










300 










Gin 


Ala 


Phe Trp 


Lys 


Leu 


He 


Arg 


Arg 


Asn 


Val 


Leu 


Leu 


Lys 


Xaa 


Asn 



305 310 315 320 

<210> 1256 
<211> 235 
<212> PRT 

<213> Unknown (H3 8gl73 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (235) 

<223> Xaa = Any Amino Acid 

<400> 1256 

Met Leu Phe He Ser Gin Trp Gly Glu Arg Xaa Arg Val Arg Arg Asn 

1 5 10 15 

Val Gin Leu Met Thr Ala Phe He Leu Met Asp Leu Pro His Val Pro 
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20 25 30 



Ala 


Leu 


Asp 


Ala 


Pro 


Leu 


Phe Gly Val 


Phe 


Leu 


Val 


Val 


Tyr 


Val 


Leu 






35 










40 










45 








Thr 


Val 


Leu 


Gly Asn 


Leu 


Leu 


He 


Leu 


Leu 


Val 


He 


Arg 


Val 


Tyr 


Ser 




50 










55 










60 










His 


Leu 


His 


Thr 


Pro 


Lys 


Tvr 


Tvr 


Phe 


Leu 


Thr 


Asn 


Leu 


Ser 


Phe 


He 


65 










70 










75 










80 


Asp 


Leu 




Phe 


Phe 
85 


Thr 


Val 


Met 


Val 


Pro 
90 


Lvs 


Met 


Pro 


Arg 


Thr 
95 


Leu 


Leu 


Ser 


Leu 


V— Jf O 

100 


Gly 


Lys 


Ala 


Val 


Ser 
105 


Phe 


His 


Ser 


Cys 


Met 
110 


Thr 


Gin 


Leu 


Tyr 


Phe 
115 


Phe 


Tyr 


Phe 


Leu 


Glv 
120 


Ser 


Thr 


Glu 


Cys 


Leu 
125 


Leu 


Tyr 


Thr 


Val 


Met 


Ser 


ryr 


Asp Arg 




Arg 


Gly Asn 


Thr 


Gin 


His 


Phe 


Pro Gly 




130 










135 










140 










Ser 


Glu 


Asn 


Leu 


Pro 


Thr 


Lys 


Xaa 


Ala 


Lys 


Cys 


Xaa 


Trp 


Pro 


Gly Gly 












150 










155 










160 


His 


Thr 


Glv 


Leu 


Pro 
165 


Leu 


He 


He 


Leu 


Ala 
170 


Asp 


Leu 


Ser 


Gly 


Xaa 
175 


Leu 


Arg 


Val 


Asp 


Ser 
180 


Ser 


Xaa 


Trp 


Ala 


He 
185 


Gin 


Asn 


Xaa 


Xaa 


Tyr 
190 


Asn 


Leu 


Val 


He 


Gin 


Val 


Lys 


Phe 


He 


Thr 


Cys 


He 


Gly Leu 


Ser 


He 


Lys 


His 






195 










200 










205 








Tyr 


Ser 
210 


Lys 


Gin 


Leu 


Ala 


Gin 
215 


Leu 


Xaa 


Phe 


Phe 


His 
220 


Arg 


Leu 


Ser 


Lys 


Thr 


Phe 


Leu 


Asn 


Ser 


Gin 


Leu 


Asp 


Phe 


Tyr 


Leu 













225 230 235 

<210> 1257 
<211> 307 
<212> PRT 

<213> Unknown (H38gl74 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (307) 

<223> Xaa = Any Amino Acid 



<400> 1257 



Met 


He 


Thr 


Glu 


Phe 


He 


Leu 


He Gly 


Phe 


Ser 


Asn 


Leu 


Gly 


Asp 


Leu 


1 








5 










10 










15 




Gin 


He 


Leu 


Leu 
20 


Phe 


Phe 


He 


Phe 


Leu 
25 


Leu 


Val 


Tyr 


Leu 


Thr 
30 


Thr 


Leu 


Met 


Ala 


Asn 


Thr 


Thr 


He 


Met 


Thr 


Val 


He 


His 


Leu 


Asp Arg 


Ala 


Leu 






35 










40 










45 








His 


Thr 
50 


Pro 


Met 


Tyr 


Phe 


Phe 
55 


Leu 


Phe 


Val 


Leu 


Ser 
60 


Cys 


Ser 


Glu 


Thr 


Cys 


Tyr 


Thr 


Leu 


Val 


He 


Val 


Pro 


Lys 


Met 


Leu 


Thr 


Asn 


Leu 


Leu 


Ser 


65 










70 










75 










80 


Ala 


He 


Pro 


Thr 


He 
85 


Ser 


Phe 


Ser 


Gly 


Cys 
90 


Val 


Val 


Gin 


Leu 


Tyr 
95 


Leu 


Phe 


Val 


Gly 


Leu 


Ala 


Cys 


Thr 


Asn Cys 


Phe 


Leu 


He 


Ala 


Val 


Met Gly 








100 










105 










110 






Tyr 


Asp 


Arg 
115 


Tyr 


Val 


Ala 


He 


Cys 
120 


Asn 


Pro 


Leu 


Asn 


Tyr 
125 


Thr 


Leu 


He 


Val 


Ser 
130 


Xaa 


Ala 


Thr 


Cys 


Met 
135 


Gin 


Leu 


Val 


Leu 


Ala 
140 


Ser 


Ser 


Phe 


Cys 


Gly 


Phe 


Leu 


Thr 


Ser 


Val 


He 


Val 


Asn 


He 


Leu 


Val 


Phe 


Ser 


Val 


Leu 
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Leu 


Cys 


Ala 


Ser 


Asn 


Arg 


He 


Asn 


His 


Phe 


Phe Cys 


Asp 


He 


Ser 


Pro 










165 










170 










175 




val 


He 


Lys 


Leu 
180 


Gly 


Cys 


Thr 


Asp 


Thr 
185 


Asn 


Leu 


Lys 


Glu 


Met 
190 


Val 


He 


Pne 


Phe 


Leu 
195 


Ser 


He 


Leu 


Val 


Leu 
200 


Leu 


Val 


Pro 


Leu 


Val 
205 


Leu 


He 


Phe 


He 


Ser 
210 


Tyr 


He 


Phe 


He 


Val 
215 


Ser 


Thr 


He 


Leu 


Lys 
220 


He 


Ser 


Ser 


Val 


Glu 


Gly 


Gin 


Cys 


Lys 


Ala 


Phe 


Ala 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Val 


O 1 c 










230 










235 










240 


Val 


Val 


Val 


His 


Tyr 
245 


Gly 


Cys 


Ala 


Ser 


Phe 
250 


He 


Tyr 


Leu 


Arg 


Pro 
255 


Thr 


Ser 


Leu 


Tyr 


Ser 
260 


Ser 


Asp 


Lys 


Asp 


Arg 
265 


Leu 


Val 


Ala 


Val 


Thr 
270 


Tyr 


Thr 


Val 


He 


Thr 
275 


Pro 


Leu 


Leu 


Asn 


Pro 
280 


Leu 


Val 


Tyr 


Thr 


Leu 
285 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Met 


Ala 


Leu 


Arg 


Lys 


Val 


Leu Gly Arg 


Cys 


Leu 


Asn 


Ser 




290 










295 










300 










Lys 


Thr 


Val 





























305 



<210> 1258 
<211> 157 
<212> PRT 

<213> Unknown <H38gl75 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (157) 

<223> Xaa = Any Amino Acid 

<400> 1258 



He 


Cys 


His 


Asn 


Arg 


Lys 


Val 


He 


Pro 


Ala 


Ser 


Met 


Xaa 


Asn 


Met 


Cys 


1 








5 










10 










15 




Xaa 


Phe 


Leu 


Leu 
20 


Lys 


Val 


Ala 


Xaa 


Asp 
25 


Asn 


Phe 


Leu 


His 


Val 
30 


Leu 


Phe 


He 


Leu 


Ala 

35 


Lys 


Thr 


Ala 


Pro 


Pro 
40 


Leu 


Leu 


Phe 


Leu 


Xaa 
45 


Glu 


He 


Pro 


Ser 


Tyr 
50 


Phe 


Ser 


Ser 


Pro 


Ser 
55 


Xaa 


He 


He 


Val 


Leu 
60 


Xaa 


Cys 


Leu 


Pro 


Xaa 


Phe 


Leu 


Lys 


Gin 


Leu 


Val 


He 


Leu 


Phe 


Val 


Phe 


Leu 


Leu 


Leu 


Asn 


65 










70 










75 










80 


Xaa 


Ser 


Tyr 


Leu 


Thr 
85 


Leu 


He 


Phe 


Met 


Leu 
90 


Leu 


Thr 


Met 


Lys 


He 
95 


Thr 


Ser 


Ser 


Phe 


Lys 
100 


Ala 


Ser 


Thr 


Val 


He 
105 


Ser 


Cys 


Leu 


Gin 


Phe 
110 


Pro 


Ser 


Lys 


Ala 


Thr 
115 


Cys 


Met 


His 


Gly 


Val 
120 


Phe 


Ser 


Ala 


Val 


Cys 
125 


Ala 


Gin 


Met 


Xaa 


Pro 
130 


Tyr 


Tyr 


Asn 


Gly 


Xaa 
135 


He 


He 


Xaa 


His 


Pro 
140 


Glu 


Ser 


He 


Thr 


Glu 


Ser 


Lys 


Xaa 


Leu 


Thr 


Cys 


Val 


Asn 


Pro 


Xaa 


Phe 


Asn 








145 










150 










155 













<210> 1259 
<211> 321 
<212> PRT 

<213> Unknown <H38gl76 protein) 
<220> 
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<223> Synthetic construct 

<221> VARIANT 

<222> U) . . . (321) 

<223> Xaa = Any Amino Acid 



<400> 1259 



Gly Thr 


Lys 




lie 


Lys 


Leu 


Thr 


Ser 


Leu 


Ser 


Glu 


Phe 


Leu 


Leu 


Leu 


1 








D 










10 














Glu 


Phe 


Ser 


Ser 


Leu 


J.U 


Glu 


He 


Gin 


Gin 


He 


Leu 


Phe 


Leu 


V d -L 


Cys 








z u 










25 










30 






Leu 


Trp 


Leu 


Tyr 


Leu 


lie 


Val 


Leu 


Ser 


Gly Asn 


He 


Thr 


Thr 


vai 


inr 






J b 










40 










45 








Val 


lie 


Arg 


Leu 


Asp 


Gin 


Ser 


Leu 


His 


He 


Pro 


Val 


Tyr 


Leu 


Pne 


Leu 




50 










55 










60 










Gly 


lie 


Leu 


Ser 


He 


Ser 


Gly Thr 


Cys 


Tyr 


Thr 


Phe 


Val 


He 


Leu 


Pro 


65 










70 










75 










80 


Lys 


Met 


Leu 


lie 


Asp 


Leu 


Leu 


Ser 


Leu 


Leu 


Arg 


Thr 


He 


Ser 


Pne 


He 










85 










90 










95 




Asn 


Cys 


Ala 


Leu 


Gin 


Met 


Phe 


Phe 


Phe Leu Gly Phe Ala Val 


Thr 


Asn 








100 










105 










110 






Phe 


Met 


Phe 


Leu 


Gly 


Met 


Thr 


Val 


Tyr 


Asp 


Ser 


Tyr 


Val 


Ala 


He 


Cys 






115 










120 










125 








His 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


Leu 


Thr 


Ser 


Trp 


Gin 


He 


Cys 


Lys 


Gin 




130 










135 










140 










Leu 


Ala 


Ala 


Thr 


Cys 


Ala 


Val 


He 


Val 


Phe 


Phe 


Cys 


Leu 


Phe 


Val 


Phe 


145 










150 










155 










160 


Thr 


Asp 


Arg 


Leu 


Leu 


Leu 


Arg 


Phe 


Ser 


Leu 


Leu 


Phe 


Cys 


Gly 


Pro 


Asn 










165 










170 










175 




Lys 


lie 


Asn 


His 


Tyr 


Phe 


Cys 


Asp 


He 


Ser 


Leu 


Leu 


He 


Gin 


Leu 


Ala 








180 










185 










190 






Cys 


Thr 


Asp 


Thr 


Tyr 


He 


Arg 


Glu 


Leu 


Val 


He 


Phe 


He Gly 


Gly 


He 






195 










200 










205 








Leu 


Ala 


Leu 


Thr 


Val 


Pro 


Leu 


Met 


Phe 


He 


Cys 


He 


Ser 


Tyr 


Gly 


Phe 




210 










215 










220 










lie 


Val 


His 


Thr 


He 


Leu 


Arg 


He 


Pro 


Ser 


Cys 


Glu 


Ser 


Lys 


Gin 


Lys 


225 










230 










235 










240 


Ala 


He 


Ser 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


He 


Met 


Val 


Val 


Val 


His 


Tyr 










245 










250 










255 




Gly 


Cys 


Ala 


Ser 


Phe 


Val 


Asn 


Leu 


Xaa 


Pro 


Ser 


Ala 


Lys 


Xaa 


Ser 


Ser 








260 










265 










270 






Ser 


Lys 


Xaa 


Pro 


Ser 


Ser 


Lys 


Asn 


Arg 


Leu 


Val 


Thr 


Val 


Thr 


Tyr 


Thr 






275 










280 










285 








Val 


Val 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


Met 


Val 


Tyr 


Ser 


Phe 


Lys 


Asn 


Lys 




290 










295 










300 










Asn 


Val 


Gin 


Met 


Ala 


He 


Trp 


Lys 


Val 


He 


Cys 


Gin Gly Gly 


Phe 


Pro 


305 










310 










315 










320 


Pro 

































<210> 1260 
<211> 317 
<212> PRT 

<213> Unknown (H3 8gl77 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (317) 

<223> Xaa = Any Amino Acid 
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<400> 1260 

Met Arg Arg Asn Cys Thr Leu Val Thr Glu Phe He Leu Leu Gly Leu 

15 10 15 

Ala Asn His Arg Glu Leu Gin He Phe Leu Phe Thr Leu Phe Leu Thr 

20 25 30 

He Tyr Met Val Thr Val Ala Gly Asn Leu Gly Met He Ala Leu He 

35 40 45 

Gin Ala Asn Ala Arg Leu His Thr Pro Met Tyr Phe Phe Leu Ser Asn 

50 55 60 

Leu Ser Phe Val Asp Leu Cys Phe Ser Ser Asn Val Thr Pro Arg Met 
65 70 75 80 

Leu Glu He Phe Leu Ser Glu Lys Lys Ser He Ser Tyr Pro Ala Arg 

85 90 95 

Leu Val Gin Cys Tyr Leu Phe He Thr Leu Val His Val Glu Leu Tyr 

100 105 110 

He Leu Ala Val Met Ala Phe Asp Arg Tyr Met Ala He Cys Asn Pro 

115 120 125 

Leu Leu Tyr Gly Ser Arg Met Ser Lys Ser Val Cys Ser Phe Leu He 

130 135 140 

Thr Val Leu Tyr Val Tyr Gly Ala Leu Thr Gly Leu Met Glu Thr Met 
145 150 155 160 

Trp Thr Tyr Asn Leu Ala Phe Cys Gly Pro Ser Glu He Asn His Phe 

165 170 175 

Tyr Cys Val Asp Pro Pro Leu He Lys Leu Ala Cys Ser Asp Thr Tyr 

180 185 190 

Asn Lys Glu Val Ser Met Phe Val Val Ala Gly Phe Asn Phe Thr Tyr 

195 200 205 

Pro Leu Leu He He Leu He Ser Tyr Leu Tyr He Phe Pro Ala Thr 

210 215 220 

Leu Arg He Cys Ser Thr Glu Gly Arg His Lys Ala Phe Ser Thr Cys 
225 230 235 240 

Gly Ser His Leu Thr Ala Val Thr He Phe Tyr Ser Ala Leu Phe Phe 

245 250 255 

Met Tyr Leu Arg Arg Pro Ser Glu Glu Ser Met Glu Gin Gly Lys Met 

260 265 270 

Val Ala Val Phe Tyr Thr Thr Val He Pro Met Leu Asn Pro Met He 

275 280 285 

Tyr Ser Leu Arg Asn Lys Asp Val Lys Glu Ala Leu Cys Lys Glu Leu 

290 295 300 

Phe Lys Arg Lys Leu Phe Ser Lys Xaa Thr Leu Leu Leu 
305 310 315 



<210> 1261 
<211> 317 
<212> PRT 

<213> Unknown (H38gl78 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (317) 

<223> Xaa = Any Amino Acid 



<400> 1261 

Thr Asp Val Xaa Glu Phe Leu Leu Leu Gly Leu Ser Glu Asp Pro Glu 

15 10 15 

Leu Gin Pro Val Leu Ala Leu Leu Ser Leu Ser Leu Ser Met Tyr Leu 

20 25 30 

Val Thr Val Leu Arg Asn Leu Leu Ser He Leu Ala Val Ser Ser Asp 
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<210> 1262 
<211> 314 
<212> PRT 

<213> Unknown (H3 8gl79 protein) 
<220> 

<223> Synthetic construct 
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220 

Gly lie Cys Lys Ala Phe Ser Thr 
235 240 
Ser Leu Phe Tyr Gly Thr Val He 

250 255 
Asn Ser Ser Thr Leu Lys Asp Thr 
265 270 
Val Thr Pro Met Leu Asn Pro Phe 
285 

Met Lys Gly Ala Leu Ser Arg Val 
300 

Ser Leu 



<210> 1264 
<211> 275 
<212> PRT 

<213> Unknown (H3 8gl81 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(275) 

<223> Xaa = Any Amino Acid 



<400> 1264 

Thr He He Asn Val Asn He Ser Pro Glu Phe Val Leu Val Gly Phe 

1 5 10 15 

Ser Ser Asp Ala Glu He Gin He Met Leu Phe Val Leu He Leu Val 

20 25 30 

He His Leu Leu Thr Leu Thr Gly Lys Leu Val Met He Leu Glu He 

35 40 45 

Arg Ala Asp Ser His Leu Gin Arg Pro Met Tyr Phe Phe Leu Xaa His 

50 55 60 

Leu Ser Phe Leu Asp Leu Ser Tyr Ser Ser Val Thr Val Pro Arg Met 
65 70 ' 75 80 

Leu Gin Asn Phe Leu Ser Gly Arg Lys Ala Ser Gin Cys Gly Ala Ala 

85 90 95 

Ser Pro Ser Phe Phe Phe Thr Leu Ser Gly Gly Thr Glu Ala Cys Leu 

100 105 110 

Phe Ser Ala Met Ala Tyr Asp His Tyr Ala Thr He Arg His Pro Val 

115 120 125 

Val Tyr Thr Met Val Met Asn Arg Ser Leu Cys Met Val He Leu Arg 

130 135 140 

He Ala Trp Ala Ala Gly Phe Leu lie Ser Leu Met Asp Ser Leu Phe 
145 150 155 160 

Thr His Lys Leu His Phe Cys Gly Pro Asp He He Pro Tyr Phe Arg 

165 170 175 

Cys Lys Leu Pro Pro Phe Phe Pro Leu Ser Tyr He Asp Pro Thr Val 

180 185 190 

Asn Glu He Leu Leu Ala Val Ser Gin Ala Phe Trp Gly Leu Leu Thr 

195 200 205 

Leu Ser Leu He Phe Phe Ser Tyr Ser Arg He Thr Ser Val He Leu 

210 215 220 

Ser He Cys Ser Ser Glu Gly Gin Gly Lys Ala Phe Ser Ala Cys Pro 
225 230 235 240 

Ser His Leu Ala Val Val Leu Ser Phe Tyr Gly Thr Ala Phe Phe Arg 

245 250 255 

Tyr Pro Gly Ser Thr Ser Gly Ser Val Leu Gly Gin Val Val Ser Val 
260 265 270 
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<210> 1265 
<211> 312 
<212> PRT 

<213> Unknown (H38gl82 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...{312) 

<223> Xaa = Any Amino Acid 
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<210> 1266 
<211> 315 
<212> PRT 

<213> Unknown (H38gl83 protein) 
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<210> 1267 
<211> 317 
<212> PRT 

<213> Unknown (H38gl84 protein) 
<220> 

<223> Synthetic construct 
<400> 1267 

Met Leu Arg Asn Gly Ser He Val Thr Glu Phe He Leu Val Gly Phe 

15 10 15 

Gin Gin Ser Ser Thr Ser Thr Arg Ala Leu Leu Phe Ala Leu Phe Leu 

20 25 30 

Ala Leu Tyr Ser Leu Thr Met Ala Met Asn Gly Leu He He Phe He 
35 '40 45 
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<210> 1268 
<211> 324 
<212> PRT 

<213> Unknown {H38gl85 protein) 
<220> 

<223> Synthetic construct 



<400> 1268 
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<210> 1269 
<211> 327 
<212> PRT 

<213> Unknown (H38gl86 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (327) 

<223> Xaa = Any Amino Acid 

<400> 1269 

Lys Leu Gin Leu Asn Asn Phe Thr Glu Val Thr Met Phe He Leu He 

15 10 15 

Ser Phe Thr Glu Glu Phe Asp Val Gin Val Phe Leu Phe Leu Leu Phe 

20 25 30 

Leu Ala He Tyr Leu Phe Thr Leu He Gly Asn Leu Gly Leu Val Val 

35 40 45 

Pro lie He Gly Asp Phe Trp Leu His Ser Pro Met Tyr Tyr Phe Leu 

50 55 60 

Gly Val Leu Ser Phe Leu Asp Val Cys Tyr Ser Thr Val Val Thr Pro 
65 70 75 80 

Lys Met Leu Val Asn Phe Leu Ala Lys Asn Lys Ser He Ser Phe Leu 

85 90 95 

Gly Cys Ala Thr Gin Met Phe Leu Ala Cys Thr Phe Gly Thr Thr Glu 

100 105 110 

Cys Phe Leu Leu Ala Ala Met Ala Tyr Asp Arg Tyr Val Ala He Tyr 

115 120 125 

Asn Pro Leu Leu Tyr Ser Val Ser Met Ser Pro Arg Val Tyr Val Pro 

130 135 140 

Leu He Thr Ala Ser Tyr Val Ala Ser He Leu His Ala Thr He His 
145 150 155 160 

Thr Val Ala Thr Phe Ser Leu Ser Phe Cys Gly Ser Asn Glu He Arg 
165 170 175 



592 



BNSOOCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT/USOO/27582 



His Val Phe Cys Asn 
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230 235 
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265 

Phe Tyr Thr lie Val He 
280 

Arg Asn Lys Asp Val Lys 
295 

Trp Phe He Asn Lys Leu 
310 315 
He Leu 



He Ser Cys Ser Asp 
190 

Val Gly Ser He Glu 
205 

Gly Phe He Leu Leu 
220 

Arg Lys Val Phe Ser 
240 

Tyr His Gly Thr He 
255 

Thr Ser Asp Asn Asp 
270 

Pro Met Leu Asn Pro 
285 

Glu Ala He Lys Arg 
300 

Xaa Phe Xaa Asn Xaa 
320 



<210> 1270 
<211> 319 
<212> PRT 

<213> Unknown (H38gl87 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (319) 

<223> Xaa = Any Amino Acid 



<400> 1270 
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<210> 1271 
<211> 324 
<212> PRT 

<213> Unknown (H38gl88 protein) 
<220> 

<223> Synthetic construct 



<400> 1271 
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Ala Leu Arg Lys Thr He His Cys Arg Gly Ser Gly Pro Gin Gly Asn 
305 310 315 ~ 320 

Gly Ala Phe Ser 



<210> 1272 
<211> 323 
<212> PRT 

<213> Unknown (H38gl89 protein) 
<220> 

<223> Synthetic construct 
<400> 1272 

Met Met Gly Gin Asn Gin Thr Ser He Ser Asp Phe Leu Leu Leu Gly 

15 10 15 

Leu Pro He Gin Pro Glu Gin Gin Asn Leu Cys Tyr Ala Leu Phe Leu 

20 25 30 

Ala Met Tyr Leu Thr Thr Leu Leu Gly Asn Leu Leu He He Val Leu 

35 40 45 

lie Arg Leu Asp Ser His Leu His Thr Pro Val Tyr Leu Phe Leu Ser 

50 55 60 

Asn Leu Ser Phe Ser Asp Leu Cys Phe Ser Ser Val Thr Met Pro Lys 
65 70 75 80 

Leu Leu Gin Asn Met Gin Asn Gin Asp Pro Ser He Pro Tyr Ala Asp 

85 90 95 

Cys Leu Thr Gin Met Tyr Phe Phe Leu Tyr Phe Ser Asp Leu Glu Ser 

100 105 110 

Phe Leu Leu Val Ala Met Ala Tyr Asp Arg Tyr Val Ala He Cys Phe 

115 120 125 

Pro Met His Tyr Thr Ala He Cys Phe Leu Leu His Tyr Thr Ala He 

130 135 140 

Met Ser Pro Met Leu Cys Leu Ser Val Val Ala Leu Ser Trp Val Leu 
145 150 155 160 

Thr Thr Phe His Ala Met Leu His Thr Leu Leu Met Ala Arg Leu Cys 

165 170 175 

Phe Cys Ala Asp Asn Val He Pro His Phe Phe Cys Asp Met Ser Ala 

180 185 190 

Leu Leu Lys Leu Ala Cys Ser Asp Thr Arg Val Asn Glu Trp Val He 

195 200 205 

Phe He Met Gly Gly Leu He Leu Val He Pro Phe Leu Leu He Leu 

210 215 220 

Gly Ser Tyr Ala Arg He Val Ser Ser He Leu Lys Val Pro Ser Ser 
225 230 235 240 

Lys Gly He Cys Lys Ala Phe Ser Thr Cys Gly Ser His Leu Ser Val 

245 250 255 

Val Ser Leu Phe Tyr Gly Thr Val He Gly Leu Tyr Leu Cys Pro Ser 

260 265 270 

Ala Asn Ser Ser Thr Leu Lys Asp Thr Val Met Ala Met Met Tyr Thr 

275 280 285 

Val Val Thr Pro Met Leu Thr Pro Phe He Tyr Ser Leu Arg Asn Arg 

290 295 300 

Asp Met Lys Gly Ala Leu Glu Arg Val He Cys Lys Arg Lys Asn Pro 
305 310 315 320 

Phe Leu Leu 



<210> 1273 
<211> 311 
<212> PRT 

<213> Unknown (H3 8gl90 protein) 
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<220> 

<223> Synthetic construct 



<400> 1273 
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<210> 1274 
<211> 305 
<212> PRT 

<213> Unknown (H38gl91 protein) 
<220> 

<223> Synthetic construct 
<400> 1274 

Met Val Thr Glu Phe He Phe Leu Gly Leu Ser Asp Ser Gin Glu Leu 

1 5 10 15 

Gin Thr Phe Leu Phe Met Leu Phe Phe Val Phe Tyr Gly Gly He Val 

20 25 30 

Phe Gly Asn Leu Leu He Val He Thr Val Val Ser Asp Ser His Leu 
35 40 45 



596 



BNSDOCID: <WO 01271 58A2_I_> 



WO 01/27158 



His 


Ser 
50 


Pro 


Met 


Tyr 


Phe 


Leu 
55 


Leu 


Ala 


Ser 


Leu 


Ser 


Ser 


Val 


Thr 


Ala 


Pro 


Lys 


65 










70 








Gin 


Arg 


Lys 


Val 


He 
85 


Ser 


Phe 


Lys 


Gly 


Leu 


His 


Phe 


Phe 


Gly Gly 


Ser 


Glu 


Met 








100 










105 


Phe 


Asp 


Arg 
115 


Tyr 


He 


Ala 


He 


Cys 
120 


Lys 


Met 


Cys 


Gly Asn 


Ala 


Cys 


Val 


Gly 


He 




130 










135 






Gly 


Phe 


Leu 


His 


Ser 


Val 


Ser 


Gin 


Leu 


145 










150 








Phe 


Cys 


Gly 


Pro 


Asn 
165 


Glu 


Val 


Asp 


Ser 


Val 


He 


Lys 


Leu 
180 


Ala 


Cys 


Thr 


Asp 


Thr 
185 


He 


Ala 


Asn 


Ser 


Gly Val 


Leu 


Thr 


Val 






195 










200 




He 


Ser 
210 


Tyr 


Thr 


He 


He 


Leu 
215 


Met 


Thr 


Lys 


Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Leu 


225 










230 








Leu 


Leu 


Phe 


Phe 


Gly 
245 


Pro 


Cys 


Val 


Phe 


He 


Lys 


Ser 


Leu 
260 


Asp 


Lys 


Phe 


Leu 


Ala 
265 


Pro 


Leu 


Leu 
275 


Asn 


Pro 


He 


He 


Tyr 
280 


Thr 


Thr 


Ala 
290 


He 


Arg 


Gin 


Leu 


Arg 
295 


Lys 


Trp 



Phe 
305 



<210> 1275 
<211> 312 
<212> PRT 

<213> Unknown (H38gl92 protein) 
<220> 

<223> Synthetic construct 
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<210> 1276 
<211> 244 
<212> PRT 

<213> Unknown (H38gl93 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (244) 

<223> Xaa = Any Amino Acid 
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<210> 1277 
<211> 306 
<212> PRT 

<213> Unknown <H38gl94 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(306) 

<223> Xaa = Any Amino Acid 
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305 

<210> 1278 

<211> 251 

<212> PRT 

<213> Unknown (H3 8gl95 protein) 
<220> 

<223> Synthetic construct 
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<210> 1279 
<211> 315 
<212> PRT 

<213> Unknown (H3 8gl96 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (315) 

<223> Xaa = Any Amino Acid 

<400> 1279 
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15 10 
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Phe Phe Leu Ser Thr Leu Ser Ser Leu Glu Met Cys Tyr Ser lie Ser 
65 70 75 80 

Trp Glu Leu Xaa Val Leu Ala Gin Cys lie Lys Asp Phe Pro Thr lie 

85 90 95 

Ser Tyr Asn Ser Cys Ser Val Gin Met lie Thr His Leu Phe Leu Gly 

100 105 110 

Thr Ala Gin Cys Leu Leu Leu Ala Gly Met Ala Tyr Asn Arg Phe Val 

115 120 125 

Glu lie Ser Tyr Leu Leu His Tyr Thr lie lie Met Ser Asn Arg Val 

130 135 140 

Cys He Gin Leu Ala Leu Gly He Trp Thr His Ala Phe Leu Val Ala 
145 150 155 160 

Val Thr Leu He He Ala He Pro Ala Ser Tyr Tyr Gly His Asn Val 

165 170 175 

He Asn His Phe Thr Cys Glu He Gin Ala Leu Leu Lys Leu Val Cys 

180 185 190 

Ser Asp Thr Leu Val Ser Leu He Gin Gly Leu Val He Ser Val Phe 

195 200 205 

Thr Leu Pro Leu Pro Phe Thr Phe He Leu He Ser Xaa Phe Cys He 

210 215 220 

Phe Val Arg Ala Val Glu Ala Arg Arg Glu Ala Phe Ser Thr Cys Gly 
225 230 235 240 

Ser His Leu Thr Gly Val Thr He Phe Tyr Gly Ala Ala He Cys Met 

245 250 255 

Tyr Leu Lys Pro Gin Ser Lys Gly Thr Gin Glu Glu Asp Lys Val Val 

260 265 270 

Ser Lys Leu Tyr Gly Ala Val Thr Pro Met Leu Asn Pro Pro He Tyr 

275 280 285 

He Gin Arg Asn Lys Asp He Lys Gly Ala Leu Arg Lys Leu Ala Lys 

290 295 300 

Gly Asn Glu Lys Ser Xaa Gin Phe Ser Leu Asn 
305 310 315 



<210> 1280 
<211> 319 
<212> PRT 

<213> Unknown (H38gl97 protein) 



<220> 

<223> Synthetic construct 



<400> 1280 



Met 


Asn 


His 


Val 


Val 


Lys 


His 


Asn 


His 


Thr 


Ala 


Val 


Thr 


Lys 


Val 


Thr 


1 








5 










10 










15 




Glu 


Phe 


He 


Leu 


Met 


Gly 


He 


Thr 


Asp 


Asn 


Pro 


Gly 


Leu 


Gin 


Ala 


Pro 








20 










25 










30 






Leu 


Phe 


Gly 


Leu 


Phe 


Leu 


He 


He 


Tyr 


Leu 


Val 


Thr 


Val 


He 


Gly Asn 






35 










40 










45 








Leu 


Gly 


Met 


Val 


He 


Leu 


Thr 


Tyr 


Leu 


Asp 


Ser 


Lys 


Leu 


His 


Thr 


Pro 




50 










55 










60 










Met 


Tyr 


Phe 


Phe 


Leu 


Arg 


His 


Leu 


Ser 


He 


Thr 


Asp 


Leu 


Gly Tyr 


Ser 


65 










70 










75 










80 


Thr 


Val 


He 


Ala 


Pro 


Lys 


Met 


Leu 


Val 


Asn 


Phe 


He 


Val 


His 


Lys 


Asn 










85 










90 










95 




Thr 


He 


Ser 


Tyr 


Asn 


Trp 


Tyr 


Ala 


Thr 


Gin 


Leu 


Ala 


Phe 


Phe 


Glu 


He 








100 










105 










110 






Phe 


He 


He 


Ser 


Glu 


Leu 


Phe 


He 


Leu 


Ser 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 
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115 120 125 



Tyr Val 


Ala 


He 


Cys 


Lys 


Pro 


Leu 


Leu 


Tyr Val 


He 


He 


Met 


Ala 


Glu 


130 










135 










140 










Lys Val 


Leu 


Trp 


Val 


Leu 


Val 


He 


Val 


Pro 


Tyr 


Leu 


Tvr 


Ser 


Thr 


Phe 


145 








150 










155 










160 


Val Ser 


Leu 


Phe 


Leu 


Thr 


He 


Lys 


Leu 


Phe 


Lys 


Leu 


Ser 


Phe 


Cys 


Gly 








165 










170 










175 




Ser Asn 


lie 


He 


Ser 


Tyr 

-* 


Phe 


Tyr 


Cvs 

■w. j- w> 


Asp Cys 


He 


Pro 


Leu 


Met 


Ser 






180 










185 










190 






lie Leu 


Cys 


Ser 


Asp 


Thr 


Asn 


Glu 


Leu 


Glu 


Leu 


He 


He 


Leu 


He 


Phe 




195 










200 










205 








Ser Gly 


Cys 


Asn 


Leu 


Leu 


Phe 


Ser 


Leu 


Ser 


He 


Val 


Leu 


He 


Ser 


Tyr 


210 










215 










220 










Met Phe 


lie 


Leu 


Val 


Ala 


He 


Leu 


Arcr 


riec 


Asn 


Ser 


Arcr 


Lys 


Gly Arg 


225 








230 










235 










240 


Tyr Lys 


Ala 


Phe 


Ser 


Thr 


Cvs 


Ser 


Ser 


His 


Leu 


Thr 


Val 


Val 


He 


Met 








245 










OCA 










255 




Phe Tyr 


Gly 


Thr 


Leu 


Leu 


Phe 


He 


Tyr 


Leu 


Gin 


Pro 


Lys 


Ser 


Ser 


His 






260 










J 










OTA 
A / U 






Thr Leu 


Ala 


He 


Asp 


Lys 


Met 


Ala 




Val 


Phe 


Tyr 


1 11 £7 


Leu 


Leu 


He 




275 










280 










O _J 








Pro Met 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg Asn 


Lys 


Glu 


Val 


Lys 


290 










295 










300 










Asp Ala 


Leu 


Lys 


Arg 


Thr 


Leu 


Thr 


Asn 


Arg 


Phe 


Lys 




Pro 


He 




305 








310 










315 












<210> 1281 




























<211> 157 




























<212> PRT 




























<213> Unknown (H38gl98 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


(157) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1281 




























Phe Leu 


Lys 


Met 


Arg 


Leu 


Lys 


Glu 


Leu 


Met 


Xaa 


Asp 


Arg 


Thr 

A il±. 


He 


Met 


1 






5 










10 










15 




Asp Tyr 


Trp 


Arg 


Glu 


Gly 


Arg 


His 


He 


Xaa 


Gly Met 


Phe 


Leu 


Ala 


Phe 






20 










25 










30 






Pro Phe 


Gly Xaa 


Pro 


He 


Pro 


Lys 


Leu 


Phe 


Leu 


Trp Val 


Ser 


He Arg 




35 










40 










45 








Asp Met 


Ala 


Val 


Thr 


Trp 


Met 


Asp His Arg 


His 


Glu 


Ser 


Cvs 


Ser 


Pro 


50 










55 










60 










Phe Leu 


Pro 


Lys 


Leu 


Gin 


Pro 


Phe 


Ser 


Ser 


Cys 


His 


Val 


Ser 


Glu 


Leu 


65 








70 










75 










80 


Cys Thr 


Cys 


Leu 


Asp 


Thr 


Phe 


Thr 


Lys 


Ser 


Tyr 


He 


Thr 


Xaa 


He 


Arg 








85 










90 










95 




Gly Leu 


Lys 


Gly 


Phe 


Asn 


His 


Leu 


Cys 


Phe 


Leu 


Leu 


His 


Tyr 


Cys 


His 






100 










105 










iin 
I1U 






Cys Ala 


Arg 


Ala 


Gin 


Val 


Ser 


Xaa 


Asn 


Ala 


Pro 


Trp 


Ser 


Leu 


Ala 


Gin 




115 










120 










125 








Arg Cys 


Gin 


Pro 


Asn 


Met 


Leu 


He 


Arg 


Xaa 


Leu 


Phe 


Cys 


Leu 


Lys 


Leu 


130 










135 










140 










Val Val 


His 


Asp 


Arg 


Leu 


Xaa 


His 


Val 


Leu 


Ser 


Leu 


Leu 








145 








150 










155 












<210> 1282 
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<211> 317 
<212> PRT 

<213> Unknown (H38gl99 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (317) 

<223> Xaa = Any Amino Acid 



<400> 1282 

Met Gly Gin Lys Asn Leu Thr Val Leu Thr Glu Leu lie Leu Met Glu 

15 10 15 

lie Thr Arg Arg Leu Glu Leu Gin Leu Ser Leu Phe Trp Val Phe Leu 

20 25 30 

lie lie Cys Thr Phe Thr Val Val Ser Lys Glu Cys lie lie lie Leu 

35 40 45 

Asn Asn Val Asp Leu Gly Leu Gin Thr Phe Val Tyr Phe Leu lie Arg 

50 55 60 

Tyr Leu Asn Phe lie Asn Leu Gly Asn Ser Met Val lie Tyr Pro Lys 
65 70 75 80 

lie Leu Val Asn Phe Val Val Ala Gin Asn Ala lie Pro Cys Tyr Ala 

85 90 95 

Cys Thr Met Gin Met Ala Phe Phe lie Met Phe lie lie Cys Glu Leu 

100 105 110 

Phe Val Ser Ser Ala Met Ala Tyr Asp His Tyr Val Asp lie His Ser 

115 120 125 

Leu Leu Pro Xaa Asn Val Met Ser Gin Glu Leu Cys His Val Leu Val 

130 135 140 

Ala lie Pro Tyr Leu Tyr Ser Thr Phe Gin Ala Leu Met Val Thr lie 
145 150 155 160 

Lys lie Phe lie Leu Ala Phe Tyr Gly Ser Asn Val lie Ser Tyr Phe 

165 170 175 

Tyr Cys Xaa Asp Val Ser Leu Leu Ala Met Val Asp Ser Asn Ala Xaa 

180 185 190 

Gly lie Glu Met Leu lie Thr Leu Phe Ser Val Leu Asn Leu lie Phe 

195 200 205 

Phe Leu Leu Val Val Leu Met Ser Ser Met Leu lie Leu Leu Thr Val 

210 215 220 

Cys Xaa Met His Ser Ala Gly Glu Gin Xaa Lys Thr Phe Phe Thr Tyr 
225 230 235 240 

Val Ser Cys Leu lie Val Val Val Val Phe Cys Gly Phe Leu Tyr Phe 

245 250 255 

Met Tyr Leu Gin Leu Lys Phe Ser Ser Phe Phe Phe Asp Asn Asn Lys 

260 265 270 

Met Thr Ser Met Phe Ser Ser Leu Val lie Thr Met Leu Tyr His Leu 

275 280 285 

Val Cys Ser Val Lys Asn Lys Gly Ser Lys Lys Asn Ala Phe Tyr Ser 

290 295 300 

Phe Phe Met Lys Gin Xaa Lys Leu Cys- Asn Leu Met Val 
305 310 315 



<210> 1283 
<211> 302 
<212> PRT 

<213> Unknown (H3 8g200 protein) 
<220> 

<223> Synthetic .construct 
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<400> 1283 




























Met 


Thr 


Asn 


Leu 


Asn 


Ala 


Ser 


Gin 


Ala 


Asn 


His 


Arg Asn 


Phe 


He 


Leu 


1 








5 










10 










15 




Thr 


Gly 


He 


Pro Gly 


L iiX 


XT X W 


A cn 




nail 


Pro 


Trp 


Leu 


Ala 
Ala 




r 1 w 








20 










25 










30 






Leu 


Gly 


Phe 


Leu 




X I1X 


Leu 


i. ilx 


Leu 


Leu 


Gly Asn Gly 


J. XIX 


Tl p 
X X c 


Leu 






35 










40 


















Ala 


Val 
50 


He 


Lys 


vd x 




Prn 

•tr X \J 

55 


■JCi 


T.oi i 

1-iCU 


Hi <3 
n x o 


Glu 


Pro 
60 


1 IIX 




A J X 


xr lie 


Leu 


Ser 


He 




AT a 


Leu 


Thr 


2V cm 


Val 
vd x 


Ser 


Leu 


Ser 


Mot* 


Ser 


± 1*X 


Leu 


65 










70 










75 










80 


Pro 


Ser 


Met 


Leu 


OfciX 

85 


x x e 


T*Y/"r" 


Tm 

xxp 


trim 


Asn 
90 


Ala 


Pro 


bin 


Tip 
lie 


vox 

95 


php 


Asp 


Ala 


Cys 


lie 
x U U 


flCL 




M<=>t- 


pv,p 

i lie 


Phe 
105 


He 


His 


Val 


irne 


110 


Tip 

lie 


Val 
VOX 


Glu 


Ser 


Gly 


vai 


Leu 


v ax 




Mot- 
lit; C 


Ala 


Phe Asp Arg 


riie 


V dX 


Aid 


Tl «a 
lie 






lis 

X X _) 










120 




















Asn 
j. j \j 


Pro 


Leu 


His 


Tyr 


val 

i 


Ser 


He 


Leu 


Thr 


His 
140 


Asp 


Vox 


Tl o 
lie 


Arg 




Thr 


Gly 


He 


Ser 


Va 1 
V a X 


Leu 


x rix 


Arg Ala Val 


Cys 


val 


Val 


rTie 


Pro 


J. *3 J 




















155 










1 fin 

IOU 


Val 


Pro 


Phe 


Leu 


He 
165 


Lys 


Cys 


Leu 


Pro 


Phe 
170 


Cys 


His 


Ser 


Asn 


vai 
17c 


Leu 


Ocr XT 


His 


Ser 


Tyr 
180 


Cys 


Leu 


MIS 


oin 


Asn 
185 


Met 


Met 


Arg 


Leu 


Ala 

190 


Cys 


Ala 

Ala 




Thr 


Arg 


He 


Asn 


oer 


Leu 


Tyr 


Gly Leu 


He 


Val 


Val 


He 


Phe 


1 fir 






195 










zuu 










205 








Leu 


Gly Leu 


Asp Val 


Leu 


T Aft 

lieu 


inr 


Leu 


Leu 


Ser 


Tyr 


Val 


Leu 


Thr 


Lieu 




210 










215 










220 










Lys 


Thr 


Val 


Leu Gly 




Vai 


oer 


Arg Gly Glu 


Arg 


Leu 


Lys 


Thr 


Leu 












230 










235 










240 


Ser 


Thr 


Cys 


Leu 


Ser 


HIS 


Met 


Ser 


Thr 


Val 


Leu 


Leu 


Phe 


Tyr Val 


Pro 










245 










250 










255 




Phe 


Met 


Gly 


Ala 


Ala 


Ser 


Met 


He 


His 


Arg 


Phe 


Trp Glu 


His 


Leu 


Ser 








260 










265 










270 






Pro 


Val 


Val 
275 


His 


Met 


Val 


Met 


Ala 
280 


Asp 


He 


Tyr 


Leu 


Leu 
285 


Leu 


Pro 


Pro 


Val 


Leu 
290 


Asn 


Pro 


He 


Val 


Tyr 
295 


Ser 


Val 


Lys 


Thr 


Lys 
300 


Gin 


He 







<210> 1284 
<211> 324 
<212> PRT 

<213> Unknown (H38g201 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (324) 

<223> Xaa = Any Amino Acid 



<400> 1284 

His Thr Glu Pro Arg Asn Leu Thr 

1 5 
Gly Leu Ser Glu Asp Pro Glu Leu 
20 

Leu Ser Leu Ser Met Tyr Leu Val 

35 40 
He Pro Ala Val Ser Ser Asp Ser 
50 55 



Gly Val Xaa Glu Phe Leu Leu Leu 

10 15 
Gin Pro Val Leu Ala Leu Leu Ser 
25 30 
Thr Val Leu Arg Asn Leu Leu Ser 
45 

His Leu His Thr Pro Thr Tyr Phe 
60 
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Phe 


Leu 


Ser 


lie 


Leu 


Cys 


Trp Ala 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Ala 


Thr 


65 










70 










75 










80 


Val 


Pro 


Lys 


Met 


He 


Val 


Asp 


Met 


Gin 


Trp 


Tyr 


Ser 


Arg 


Val 


He 


Ser 










85 










90 










95 




His 


Ala 


Gly 


Cys 


Leu 


Thr 


Gin 


Met 


Ser 


Phe 


Leu 


Val 


Leu 


Phe 


Ala 


Cys 








100 










105 










110 






lie 


Glu 


Gly 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Cys 


Phe 


Val 


Gly 






115 










120 










125 








lie 


Tyr 


Arg 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Cys 




130 










135 










140 










Val 


Phe 


Phe 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


145 










150 










155 










160 


Leu 


His 


Ser 


Trp 


He 


Val 


Leu 


Gin 


Phe 


Thr 


He 


He 


Lys 


Asn 


Val 


Glu 










165 










170 










175 




lie 


Ser 


Asn 


Phe 


Val 


Cys 


Asp 


Pro 


Ser 


Gin 


Leu 


Leu 


Lys 


Leu 


Ala 


Ser 








180 










185 










190 






Tyr 


Asp 


Ser 


Val 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 






195 










200 










205 








Phe 


Gly 


Phe 


Leu 


Pro 


He 


Ser 


Gly 


He 


Leu 


Ser 


Ser 


Tyr 


Tyr 


Lys 


He 




210 










215 










220 










Val 


Pro 


Ser 


He 


Leu 


Arg 


Met 


Ser 


Ser 


Ser 


Asp 


Gly Lys 


Tyr 


Lys 


Thr 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Tyr 


Gly 


Ser 


His 


Leu 


Ala 


Phe 


Val 


Cys 


Xaa 


Phe 


Tyr 


Gly 










245 










250 










255 




Thr 


Gly 


lie 


Asp 


Met 


Tyr 


Leu 


Ala 


Ser 


Ala 


Met 


Ser 


Pro 


Thr 


Pro 


Arg 








260 










265 










270 






Asn 


Gly 


Val 


Val 


Val 


Ser 


Val 


Met 


Xaa 


Ala 


Val 


Val 


Thr 


Pro 


Met 


Leu 






275 










280 










285 








Asn 


Leu 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Gin 


Ser 


Ala 


Leu 




290 










295 










300 










Arg 


Arg 


Leu 


Arg 


Ser 


Arg 


Thr 


Val 


Glu 


Ser 


Pro 


Xaa 


Ser 


Val 


Pro 


Ser 


305 










310 










315 










320 


Phe 


Phe 


Trp 


Cys 



























<210> 1285 
<211> 144 
<212> PRT 

<213> Unknown (H38g202 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(144) 

<223> Xaa = Any Amino Acid 



<400> 1285 



Phe 


Ser 


Val 


Thr 


Gly 


He 


Ser 


Val 


Val 


Asp 


Cys 


Cys 


Phe 


Xaa 


Ser 


Thr 


1 








5 










10 










15 




Val 


He 


Pro 


Glu 


Met 


Leu 


Phe 


Ser 


Cys 


Gin 


Val 


Gin 


His 


Leu 


Val 


His 








20 










25 










30 






Asn 


Pro 


Lys 


Gly 


He 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 






35 










40 










45 








Leu 


Leu 


Thr 


Phe 


Phe 


Xaa 


Lys 


He 


Ser 


Phe 


His 


Arg 


Met 


His 


Phe 


Cys 




50 










55 










60 










He 


Arg 


Asp 


Ser 


Ser 


Ser 


Gly 


Lys 


He 


Thr 


Val 


Tyr 


Tyr 


Leu 


Xaa 


Phe 


65 










70 










75 










80 


Tyr 


He 


Cys 


Gly 


Gin 


He 


Val 


Leu 


Glu 


Gin 


Val 


Lys 


His 


He 


Xaa 


Glu 










85 










90 










95 




Xaa 


Ser 


Leu 


Ser 


Leu 


Glu 


Phe 


Val 


He 


Phe 


Xaa 


Tyr 


Phe 


Tyr 


Lys 


Gly 
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100 

Asp Leu Ala Leu Lys Gin Asn Phe 
115 120 
Phe Ser Ser Xaa Asp Leu Glu He 
130 135 



105 110 
Ala He Leu Arg Ser lie Pro Ser 
125 

His Asn Val Arg Tyr Gin His Phe 
140 



<210> 1286 
<211> 314 
<212> PRT 

<213> Unknown (H38g203 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(314) 

<223> Xaa = Any Amino Acid 



<400> 1286 



Thr 


His 


Gly Tyr Thr 


Phe 


Ser 


Leu 


Arg 


Leu 


Phe 


Leu 


His 


Cys 


Leu 


Thr 


1 








5 










10 










15 




Tyr 


Val 


Xaa 


Val 


Ser 


His 


Cys 


Leu 


Leu 


He 


Trp 


Leu 


He 


Thr 


Phe 


Ser 








20 










25 










30 






Pro 


Phe 


Asn 


Leu 


Leu 


Phe 


Lys 


Xaa 


Asn 


Leu 


Xaa 


Phe 


Thr 


He 


Xaa 


Leu 






35 










40 










45 








He 


Thr 


Xaa 


He 


Glu 


Ser 


Arg 


Tyr 


Ser 


Lys 


His 


Trp 


Pro 


Phe 


Phe 


Leu 




50 










55 










60 










Leu 


Xaa 


Cys 


Phe 


Cys 


Asn 


Val 


Leu 


Phe 


His 


Leu 


Asp 


Cys 


Asp 


Ser 


Pro 


65 










70 










75 










80 


Val 


Cys 


Asn 


Thr 


Lys 


Arg 


He 


Arg 


Ser 


Phe 


Phe 


Val 


Leu 


Glu 


Arg 


Xaa 










85 










90 










95 




Lys 


Ser 


Ser 


Xaa 


Lys 


Ser 


Glu 


Lys 


He 


His 


Phe 


Xaa 


Thr 


Arg 


Asn 


Lys 








100 










105 










110 






Val 


Ser 


Cys 


Phe 


Xaa 


Asp 


Phe 


Gly 


He 


Lys 


Tyr 


Thr 


Val 


Tyr 


Leu 


Leu 






115 










120 










125 








Leu 


Leu 


Lys 


His 


Phe 


Leu 


Leu 


He 


His 


Ser 


He 


Leu 


Arg 


Tyr 


Leu 


Xaa 




130 










135 










140 










Val 


Ala 


Gly 


Tyr 


Gly 


Thr 


Ser 


Xaa 


Phe 


Leu 


Ser 


Arg 


He 


Ser 


Ser 


He 


145 










150 










155 










160 


Thr 


Leu 


Lys 


Thr 


He 


He 


Cys 


He 


Leu 


Lys 


Lys 


Ser 
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His 
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Val 
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Ser 


Tyr 


He 
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Phe 


He 
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Ser 
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185 
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Met 
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Val 


Val 


Phe 


Thr 


Ala 


Phe 
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Ala 


Phe 


Ala 
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Met 
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<211> 253 
<212> PRT 

<213> Unknown (H38g204 protein) 
<220> 

<223> Synthetic construct 
<400> 1287 

Met Cys Leu Phe Leu Cys His Leu Ser Phe Leu Asp Met Thr lie Ser 

15 10 15 

Cys Ala lie Val Pro Lys Met Leu Ala Gly Phe Leu Leu Gly Ser Arg 

20 25 30 

lie lie Ser Phe Gly Gly Cys Val lie Gin Leu Phe Ser Phe His Phe 

35 40 45 

Leu Gly Cys Thr Glu Cys Phe Leu Tyr Thr Leu Met Ala Tyr Asp Arg 

50 55 60 

Phe Leu Ala lie Cys Lys Pro Leu His Tyr Ala Thr lie Met Thr His 
65 70 75 80 

Arg Val Cys Asn Ser Leu Ala Leu Gly Thr Trp Leu Gly Gly Thr He 

85 90 95 

His Ser Leu Phe Gin Thr Ser Phe Val Phe Arg Leu Pro Phe Cys Gly 

100 105 110 

Pro Asn Arg Val Asp Tyr He Phe Cys Asp He Pro Ala Met Leu Arg 

115 120 125 

Leu Ala Cys Ala Asp Thr Ala He Asn Glu Leu Val Thr Phe Ala Asp 

130 135 140 

He Gly Phe Leu Ala Leu Thr Cys Phe Met Leu He Leu Thr Ser Tyr 
145 150 155 160 

Gly Tyr He Val Ala Ala He Leu Arg He Pro Ser Ala Asp Gly Arg 

165 170 175 

Arg Asn Ala Phe Ser Thr Cys Ala Ala His Leu Thr Val Val He Val 

180 185 190 

Tyr Tyr Val Pro Cys Thr Phe He Tyr Leu Arg Pro Cys Ser Gin Glu 

195 200 205 

Pro Leu Asp Gly Val Val Ala Val Phe Tyr Thr Val He Thr Pro Leu 

210 215 220 

Leu Asn Ser He He Tyr Thr Leu Cys Asn Lys Glu Met Lys Ala Ala 
225 230 235 240 

Leu Gin Arg Leu Gly Gly His Lys Glu Val Gin Pro His 
245 250 

<210> 1288 
<211> 311 
<212> PRT 

<213> Unknown (H3 8g205 protein) 
<220> 

<223> Synthetic construct 
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85 90 95 
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Lys 


71 "I 

Ala 


Pne 


Gly 


Tnr 


Cys 


225 










230 










235 










240 


<jly 


Ser 


HIS 


Leu 


Leu 


Val 


Val 


Phe 


Leu 


Phe 


Tyr 


Gly 


Ser 


Aid 


lie 


Tyr 










245 










250 










255 




Thr 


Tyr 


Leu 


Gin 


Ser 


He 


His 


Asn 


Tyr 


Ser 


Glu 


Arg 


Glu 


Gly 


Lys 


Phe 








260 










265 










270 






Val 


Ala 


Leu 


Phe 


Tyr 


Thr 


He 


He 


Thr 


Pro 


He 


Leu 


Asn 


Pro 


Leu 


He 






275 










280 










285 








Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Gly Ala 


Leu 


Trp 


Lys 


Val 


Leu 




290 










295 










300 










Trp 


Arg 


Gly 


Arg 


Asp 


Ser Gly 





















305 310 



<210> 1289 
<211> 311 
<212> PRT 

<213> Unknown (H3 8g206 protein) 
<220> 

<223> Synthetic construct 



<400> 1289 
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Val 
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Ala 
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Ala 


He 


Cys 
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115 










120 










125 








Pro 


Leu 
130 


Pro 
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Thr 


Val 


He 
135 


Met 


Lys 


Arg 


Arg 


Val 
140 


Cys 


Ala 


Leu 


Leu 


Thr 


Leu 


Gly 


Thr 


Trp 


Thr 


Gly 


Ser 


Cys 


Leu 


His 


Ala 


Ser 


Val 


Leu 


Thr 


145 










150 










155 










160 


Leu 


Leu 


He 


Phe 


Lys 
165 


Leu 


Ser 


Tyr 


Cys 


Gly 
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Pro 


Asn 


Glu 


Val 


Asp 
175 


Asn 
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Phe 


Phe 


Cys 


Asp 
180 


He 


Pro 


Val 


Val 


Leu 
185 


Pro 


Leu 


Ala 
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Ala 
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Asp 
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Ala Arg 
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Val 
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Phe 


He 


Asn 


Val 


Gly 


Val 


Val 


Ala 


Leu 
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200 










205 








Met 


Cys 
210 


Phe 


Leu 


Leu 


He 


Leu 
215 


Thr 


Ser 


Tyr 


Ala 


Cys 
220 


He 


Val 


He 


Ser 


He 


Leu 


Lys 


He 


Ser 


Ser 


Ser 


Glu 


Gly Arg 


Arg 


Arg 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ser 


Ala 
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Leu 


Thr 


Ser 


He 


Leu 


Leu 


Phe 
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Pro 


He 


Val 
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250 
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He 


Tyr 
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260 
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Pro 
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Ser 


Ser 
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Pro 


Trp 


Leu 


Asp 


Ser 
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Val 
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He 
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He 
280 


Pro 
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Leu 
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Pro 
285 
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He 


Tyr 


Thr 
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Arg 
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Val 
295 
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Ala 
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Arg 
300 


Lys 


Val 
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He 
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Val 
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Cys 
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<210> 1290 
<211> 298 
<212> PRT 

<213> Unknown (H3 8g207 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(298) 

<223> Xaa = Any Amino Acid 



<400> 1290 
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Met 
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Met 
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Gly 
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Gly 
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Met 
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Ala 
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He 
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Met 


Val 
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Gin 


65 










70 










75 










80 


Val 
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Leu 


Ala 
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Val 


Gly 


Pro 


Val 


Leu 


Tyr 


Cys 
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Cys 
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He 


Gin 


He 


Cys 


Phe 


Leu 


His 


Phe 


Leu 


Ala 
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100 










105 










110 






Phe 


Leu 


Leu 


Thr 


Ala 


Val 


Ala 


Tyr 


Asp 


Ser 


Met 


Leu 


Ala 


He 


Cys 


Gin 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Phe 


Val 


Leu 


Val 


Gly Arg 


Leu 


Thr 


His 


Thr 


Gly 


Leu 




130 










135 










140 










Thr 


Ser 


He 


Ser 
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Leu 


Leu 


Ala 
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Ala 


Asn 


Ala 


Phe 


Thr 


Tyr 


Ser 


145 
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160 


He 


Leu 


Thr 


Ala 


Leu 


Pro 


Lys 


Phe 


Q/s 


Arg 


Pro 


Cys 


Leu 


He 


Thr 


His 
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Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Ser 


Leu 


Leu 


Arg 
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Ser 


Cys 


Phe 
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Thr 
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185 










190 






Arg 


Thr 


Asn 


Glu 


Leu 


Ala 


Leu 


Phe 
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Val 


Ala 


Leu 


Ala 
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Cys 
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Val 


Val 


Val 
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Val 
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Val 
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225 230 
Ala His Leu Ala Met lie Gly Leu 
245 

Tyr lie Leu Pro Asn Ser Ala Tyr 
260 

Ser Val Leu Cys Val Val Leu Thr 
275 280 
Ser Met Leu Gly Xaa Gin Cys Met 
290 295 



235 240 
Phe Tyr Val Thr Ser Val Pro Cys 

250 255 
Ser Gly Leu Gly Asp Trp Val Leu 
265 270 
His Met Leu Asn Pro lie Phe Pro 
285 

Ser His 



<210> 1291 
<211> 312 
<212> PRT 

<213> Unknown (H38g208 protein) 



<220> 

<223> Synthetic construct 



<400> 1291 
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<211> 251 
<212> PRT 

<213> Unknown (H38g209 protein) 
<220> 

<223> Synthetic construct 



<400> 1292 
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Lys 


225 








230 










235 










240 


Asp Ala 


Ser 


Lys 


Lys 
245 


Ala 


Leu 


Asp 


Lys 


Gly 
250 


Cys 













<210> 1293 
<211> 311 
<212> PRT 

<213> Unknown (H38g210 protein) 
<220> 

<223> Synthetic construct 



<400> 1293 



Met 


Ser 


Asn 


Ala 


Thr 


Leu 


Leu 


Thr 


Ala 


Phe 


He 


Leu 


Thr Gly Leu 


Pro 


1 








5 










10 










15 




His 


Ala 


Pro 


Gly 


Leu 


Asp 


Ala 


Pro 


Leu 


Phe 


Gly 


He 


Phe 


Leu 


Val 


Val 








20 










25 










30 






Tyr 


Val 


Leu 


Thr 


Val 


Leu 


Gly 


Asn 


Leu 


Leu 


He 


Leu 


Leu 


Val 


He 


Arg 






35 










40 










45 








Val 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Tyr 


Phe 


Leu 


Thr 


Asn 


Leu 




50 










55 










60 










Ser 


Phe 


He 


Asp 


Met 


Trp 


Phe 


Ser 


Thr 


Val 


Thr 


Val 


Pro 


Lys 


Met 


Leu 


65 










70 










75 










80 


Met 


Thr 


Leu 


Val 


Ser 


Pro 


Ser 


Gly Arg Thr 


He 


Ser 


Phe 


His 


Ser 


Cys 
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85 90 95 



vai 


Til - 

a J. a 




Leu 


Tyr 


pne 


pne 


His Phe 


Leu Gly 


Ser 


Tnr 


Glu 


Cys 


Pne 








1UU 








105 
















Leu 


Tyr 


Thr 


Val 


Met 


Ser 


Tyr 


Asp Arg 


Tyr 


Leu 


Ala 


lie 


Ser 


Tyr 


Pro 






115 










120 








IOC 

125 








Leu 


Arg 


Tyr 


Thr 


Asn 


Met 


Met 


Thr Gly Arg 


Ser 


Cys 


Ala 


Leu 


Leu 


Ala 




130 










135 








140 










Thr 


Gly 


Thr 


Trp 


Leu 


Ser 


Gly 


Ser Leu 


His 


Ser 


Axa 


Val 


Gin 


Thr 


He 












150 


















160 


Leu 


Thr 


Fne 


HIS 


Leu 


Pro 


Tyr 


Cys Gly 


Pro 


Asn 


bin 


lie 


Gin 


His 


Tyr 










165 








170 










175 




Pne 


Cys 


Asp 


Ala 


Pro 


Pro 


He 


Leu Lys 


Leu 


Ala 


Cys 


Ala 


Asp 


Thr 


Ser 








180 








185 










190 






Ala 


Asn 


Glu 


Met 


Val 


lie 


Phe 


Val Asn 


He 


Gly 


Leu 


Val 


Ala 


Ser Gly 






195 










200 








205 








Cys 


Pne 


Val 


Leu 


lie 


Val 


Leu 


Ser Tyr 


Val 


Ser 


He 


Val 


Cys 


Ser 


He 




210 










215 








220 










Leu 


Arg 


lie 


Arg 


Thr 


Ser 


Glu 


Gly Arg 


His 


Arg 


Ala 


Phe 


Gin 


Thr 


Cys 


225 










230 








235 










240 


Ala 


Ser 


His 


Cys 


lie 


Val 


Val 


Leu Cys 


Phe 


Phe 


Gly 


Pro Gly 


Leu 


Phe 










245 








250 










255 




lie 


Tyr 


Leu 


Arg 


Pro 


Gly 


Ser 


Arg Asp 


Ala 


Leu 


His 


Gly Val 


Val 


Ala 








260 








265 










270 






Val 


Phe 


Tyr 


Thr 


Thr 


Leu 


Thr 


Pro Leu 


Phe 


Asn 


Pro 


Val 


Val 


Tyr 


Thr 






275 










280 








285 








Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Lys Ala 


Leu 


Leu 


Lys 


Leu 


Lys 


Asn Gly 




290 










295 








300 










Ser 


Val 


Phe 


Ala 


Gin 


Gly 


Glu 


















305 










310 





















<210> 1294 
<211> 278 
<212> PRT 

<213> Unknown (H3 8g211 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...<278) 

<223> Xaa = Any Amino Acid 



<400> 1294 



His 


Ser 


Ser 


Leu 


Leu 


Phe 


Ala Val Phe 


Leu 


Leu 


Thr 


Tyr Ser 


Val 


Thr 


1 








5 






10 








15 




Leu 


Val 


Gly 


Asn 


Leu 


Gly 


Met Thr Asp 


Leu 


He 


Cys 


Gin Ser 


Arg 


Thr 








20 






25 








30 






Ser 


Ser 


Ala 


Leu 


His 


Thr 


Pro Met Cys 


Phe 


Leu 


Leu 


Ser Val 


Phe 


Ser 






35 








40 








45 






Phe 


Leu 


Asp 


He 


Cys 


Ser 


Ser Ser He 


Val 


His 


Pro 


Arg Leu 


Leu 


He 




50 










55 






60 








His 


Phe 


Leu 


Thr 


Thr 


Arg 


Pro Ser He 


Ser 


Phe 


Ala 


Gly Gly 


He 


He 


65 










70 






75 








80 


Gin 


Met 


Ala 


Leu 


Met 


Thr 


Phe Tyr Gly Thr 


Gly 


Glu 


Cys Leu 


Leu 


Leu 










85 






90 








95 




Ala 


He 


Val 


Ala 


Tyr 


Asp 


Xaa Val Val 


Ala 


He 


Cys 


His Pro 


Phe 


Pro 








100 






105 








110 






Xaa 


His 


He 


He 


Met 


Ser 


Lys Gly Leu 


Cys 


Ala 


Gin 


Leu Val 


Val 


Val 






115 








120 








125 






Thr 


Ser 


Ala 


Val 


Gly 


Val 


Leu He Ser 


Ala 


His 


Arg 


Gin Asp Ala 


Phe 




130 










135 






140 
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He 


Ser 


Pro 


Tyr 


Arg 


Gly 


Leu 


Asn 


He 


He 


Asp 


His 


Tyr 


Tyr 


Cys 


Ser 


145 










150 










155 










160 


Val 


Thr 


Phe 


Pro 


Thr 
165 


Pro 


Met 


Leu 


Gin 


Leu 
170 


Ala 


Cys 


Ser 


Asp 


Ala 
175 


Thr 


Val 


Ala 


Asn 


Met 
180 


He 


Leu 


Phe 


Val 


Ser 
185 


Ser 


Ala 


Leu 


He 


Thr 
190 


He 


Pro 


Thr 


He 


Ser 
195 


Val 


He 


Leu 


Val 


Ser 
200 


Tyr 


Thr 


Tyr 


He 


Leu 
205 


Val 


Asn 


Leu 


Val 


Arg 


Met 


Arg 


Ser 


Leu 


Asp 


Ala 


Gin 


Cys 


Lys 


Ala 


Phe 


Ser Thr Arg 




210 










215 










220 










Ala 


Ser 


His 


Leu 


Thr 


Ala 


His 


Cys 


Leu 


Phe 


Tyr 


Gly 


Phe 


Val 


Phe 


Leu 


225 










230 










235 










240 


Val 


Tyr 


He 


Pro 


Pro 
245 


Asn 


Pro 


Glu 


Met 


Ala 
250 


Ser 


Ala 


Tyr 


Asn 


Lys 
255 


He 


Leu 


Phe 


Thr 


Val 


Val 


He 


Pro 


Met 


Leu 


Asn 


Leu 


Leu 


Val 


Xaa 


Gly Leu 








260 










265 










270 






Arg 


Asn 


Lys 


Asp 


Val 


Lys 























275 



<210> 1295 
<211> 312 
<212> PRT 

<213> Unknown (H38g212 protein) 
<220> 

<223> Synthetic construct 



<400> 1295 



Ser 


Val 


Ala 


Lys 


Gly 


Asn 


His 


Ser 


Thr 


Val 


Tyr 


Glu 


Phe 


He 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Leu 


Thr 


Asp 


Asn 


Ala 


Glu 


Leu 


Gin 


Val 


Thr 


Leu 


Phe 


Gly 


He 


Phe 








20 










25 










30 






Leu 


Val 


Val 


Tyr 


Leu 


Ala 


Ser 


Phe 


Met 


Gly Asn 


Phe 


Gly Leu 


He 


Met 






35 










40 










45 








Leu 


He 


Gin 


He 


Ser 


Pro 


Gin 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


His 


Leu 


Ala 


Phe 


Val 


Asp 


Phe 


Ser 


Phe 


Thr 


Ser 


Ser 


Val 


Ala 


Pro 


65 










70 










75 










80 


Asn 


Thr 


Leu 


Val 


Asn 


Phe 


Leu 


Cys 


Glu 


Val 


Lys 


Ser 


He 


Thr 


Phe 


Tyr 










85 










90 










95 




Ala 


Cys 


Ala 


He 


Gin 


Val 


Cys 


Cys 


Phe 


He 


Thr 


Phe 


Val 


Val 


Cys 


Glu 








100 










105 










110 






Leu 


Tyr 


Leu 


Leu 


Ser 


He 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 






115 










120 










125 








Asn 


Pro 


Leu 


Leu 


Tyr 


Val 


He 


Leu 


He 


Pro 


Arg 


Lys 


Cys 


He 


Lys 


Leu 




130 










135 










140 










He 


Ala 


Ser 


Thr 


Tyr 


Val 


Tyr 


Gly 


Phe 


Thr 


Val 


Gly 


Leu 


Val 


Gin 


Thr 


145 










150 










155 










160 


Val 


Ala 


Thr 


Ser 


Tyr 


Leu 


Ser 


Phe 


Cys 


Asp 


Ser 


Asn 


Val 


He 


Asn 


His 










165 










170 










175 




Phe 


Tyr 


His 


Asp 


Asp 


Val 


Pro 


Leu 


Val 


Ala 


Leu 


Ala 


Cys 


Ser 


Asp 


Thr 








180 










185 










190 






His 


Val 


Lys 


Glu 


Leu 


Met 


Leu 


Leu 


He 


He 


Ala 


Gly 


Phe 


Asn 


Thr 


Leu 






195 










200 










205 








Cys 


Ser 


Leu 


Val 


He 


Val 


Leu 


He 


Ser 


Tyr Gly 


Phe 


He 


Phe 


Phe 


Ala 




210 










215 










220 










He 


Leu 


Arg 


He 


His 


Ser 


Ala 


Glu 


Gly Arg Gin Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Ser 


Ala 


Ser 


His 


Leu 


Thr 


Ser 


He 


Thr 


He 


Phe 


Tyr 


Gly 


Thr 


He 


He 










245 










250 










255 




Phe 


Met 


Tyr 


Pro 


Gin 


Pro 


Lys 


Ser 


Ser 


His 


Ser 


Leu 


Asn 


Met 


Asp 


Lys 
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260 265 270 

Val Ala Ser Val Phe Asn Val Val Val He Pro Thr Leu Asn Pro Leu 

275 280 285 

He Tyr Ser Leu Arg Asn Gin Glu Val Lys Asn Ala Leu Lys Arg He 

290 295 300 

He Glu Lys Leu Cys Leu Ala Val 
305 310 

<210> 1296 
<211> 232 
<212> PRT 

<213> Unknown (H38g213 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (232) 

<223> Xaa = Any Amino Acid 



<400> 1296 



Ser 


Gly 


Leu 


Val 


Pro 


Lys 


Ser 


Phe 


Pro Gly 


Cys 


Leu 


Thr 


Gin 


Leu 


Phe 


1 








5 










10 










15 




Phe 


Leu 


His 


Tyr 


Ser 


Phe 


Val 


Leu 


Asp 


Ser 


Ala 


He 


Leu 


Leu 


Ala 


Met 








20 










25 










30 






Ala 


Phe 


Asp 


Arg 


Tyr 


Met 


Ala 


He 


Cys 


Ser 


Pro 


Leu 


Arg 


Tyr 


Thr 


Thr 






35 










40 










45 








He 


Leu 


Thr 


Pro 


Lys 


Thr 


He 


Val 


Lys 


He 


Ala 


Val 


Gly 


He 


Cys 


Phe 




50 










55 










60 










Arg 


Ser 


Phe 


Cys 


Val 


Phe 


Val 


Pro 


Cys 


Val 


Phe 


Leu 


Val 


Asn 


Arg 


Leu 


65 










70 










75 










80 


Pro 


Phe 


Cys 


Arg 


Thr 


His 


He 


He 


Ser 


His 


Thr 


Tyr 


Cys 


Glu 


His 


He 










85 










90 










95 




Gly 


Val 


Ala 


Gin 


Leu 


Ala 


Cys 


Ala 


Asp 


He 


Ser 


He 


Asn 


He 


Trp 


Cys 








100 










105 










110 






Gly 


Phe 


Cys 


Val 


Pro 


He 


Met 


Thr 


Val 


Met 


Thr 


Asp 


Val 


He 


Leu 


He 






115 










120 










125 








Ala 


Val 


Ser 


Tyr 


Thr 


Leu 


He 


Leu 


Cys 


Ala 


Val 


Phe 


Cys 


Leu 


Pro 


Ser 




130 










135 










140 










Gin 


Asp 


Ala 


Arg 


Gin 


Lys 


Ala 


Leu 


Cys 


Ser 


Cys 


Gly Ser His 


Val 


Cys 


145 










150 










155 










160 


Val 


He 


Leu 


He 


Phe 


Tyr 


He 


Pro 


Ala 


Phe 


Phe 


Ser 


He 


Leu 


Ala 


His 










165 










170 










175 




Cys 


Phe 


Gly 


His 


Asn 


Val 


Pro 


His 


Thr 


Phe 


His 


He 


Met 


Phe 


Ala 


Asn 








180 










185 










190 






Leu 


Tyr 


Val 


He 


He 


Pro 


Pro 


Ala 


Leu 


Asn 


Ser 


He 


Val 


Tyr 


Arg 


He 






195 










200 










205 








Lys 


Thr 


Lys 


Gin 


He 


Gin 


Asn 


Arg 


He 


Leu 


Leu 


Leu 


Phe 


Pro 


Lys 


Gly 




210 










215 










220 










Ser 


Gin 


Xaa 


Xaa 


Val 


Pro 


Glu 


Leu 


















225 










230 























<210> 1297 
<211> 310 
<212> PRT 

<213> Unknown (H38g214 protein) 
<220> 

<223> Synthetic construct 
<400> 1297 
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Met Ser Asn Ala Ser Leu Leu Thr Ala Phe lie Leu Met Gly Leu Pro 

15 10 15 

His Ala Pro Ala Leu Asp Ala Pro Leu Phe Gly Val Phe Leu Val Val 

20 25 30 

Tyr Val Leu Thr Val Leu Gly Asn Leu Leu He Leu Leu Val He Arg 

35 40 45 

Val Asp Ser His Leu His Thr Thr Met Tyr Tyr Phe Leu Thr Asn Leu 

50 55 60 

Ser Phe He Asp Met Trp Phe Ser Thr Val Thr Val Pro Lys Leu Leu 
65 70 - 75 80 

Met Thr Leu Val Phe Pro Ser Gly Arg Ala He Ser Phe His Ser Cys 

85 90 95 

Met Ala Gin Leu Tyr Phe Phe His Phe Leu Gly Gly Thr Glu Cys Phe 

100 105 110 

Leu Tyr Arg Val Met Ser Cys Asp Arg Tyr Leu Ala He Ser Tyr Pro 

115 120 125 

Leu Arg Tyr Thr Ser Met Met Thr Gly Arg Ser Cys Thr Leu Leu Ala 

130 135 140 

Thr Ser Thr Trp Leu Ser Gly Ser Leu His Ser Ala Val Gin Ala He 
145 150 155 160 

Leu Thr Phe His Leu Pro Tyr Cys Gly Pro Asn Trp He Gin His Tyr 

165 170 175 

Leu Cys Asp Ala Pro Pro He Leu Lys Leu Ala Cys Ala Asp Thr Ser 

180 185 190 

Ala He Glu Thr Val He Phe Val Thr Val Gly He Val Ala Ser Gly 

195 200 205 

Cys Phe Val Leu He Val Leu Ser Tyr Val Ser He Val Cys Ser He 

210 215 220 

Leu Arg He Arg Thr Ser Glu Gly Lys His Arg Ala Phe Gin Thr Cys 
225 230 235 240 

Ala Ser His Cys He Val Val Leu Cys Phe Phe Gly Pro Gly Leu Phe 

245 250 255 

He Tyr Leu Arg Pro Gly Ser Arg Lys Ala Val Asp Gly Val Val Ala 

260 265 270 

Val Phe Tyr Thr Val Leu Thr Pro Leu Leu Asn Pro Val Val Tyr Thr 

275 280 285 

Leu Arg Asn Lys Glu Val Lys Lys Ala Leu Leu Lys Leu Lys Asp Lys 

290 295 300 

Val Ala His Ser Gin Ser 
305 310 

<210> 1298 
<211> 311 
<212> PRT 

<213> Unknown (H38g215 protein) 
<220> 

<223> Synthetic construct 
<400> 1298 

Met Arg Arg Asn Cys Thr Leu Val Thr Glu Phe He Leu Leu Gly Leu 

15 10 15 

Thr Ser Arg Arg Glu Leu Gin He Leu Leu Phe Thr Leu Phe Leu Ala 

20 25 30 

He Tyr Met Val Thr Val Ala Gly Asn Leu Gly Met He Val Leu He 

35 40 45 

Gin Ala Asn Ala Trp Leu His Met Pro Met Tyr Phe Phe Leu Ser His 

50 55 60 

Leu Ser Phe Val Asp Leu Cys Phe Ser Ser Asn Val Thr Pro Lys Met 
65 70 75 80 

Leu Glu He Phe Leu Ser Glu Lys Lys Ser He Ser Tyr Pro Ala Cys 
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85 90 95 



Leu 


Val 


Gin 


Cys 
100 


Tyr 


Leu 


Phe 


He 


Ala 
105 


Leu 


Val 


His 


Val 


Glu 
•tin 


He 


Tyr 


He 


Leu 


Ala 


Val 


Met 


Ala 


Phe 


Asp 


Arg Tyr 


Met 


Ala 


He 


Cys 


Asn 


Pro 






115 










120 










IOC 








Leu 


Leu 


Tyr 


Gly Ser 


Arg 


Met 


Ser 


Lys 


Ser 


Val 


Cys 


Ser 


Fne 


Leu 


lie 




130 










135 










140 










Thr 


Val 


Pro 


Tyr 


Val 


Tyr 


Gly Ala 


Leu 


Thr 


Gly 


Leu 


Met 


Glu 


Thr 


Met 


145 










150 










155 










loU 


Trp 


Thr 


Tyr 


Asn 


Leu 
165 


Ala 


Phe 


Cys 


Gly 


Pro 
170 


Asn 


Glu 


He 


Asn 


TJ « 

HIS 
l/D 


fne 


Tyr 


Cys 


Ala 


Asp 
180 


Pro 


Pro 


Leu 


He 


Lys 
185 


Leu 


Ala 


Cys 


Ser 


Asp 

190 


Thr 


Tyr 


Asn 


Lys 


Glu 


Leu 


Ser 


Met 


Phe 


He 


Val 


Ala 


Gly Trp Asn 


Leu 


Ser 


Phe 






195 










200 










205 








Ser 


Leu 
210 


Phe 


He 


He 


Cys 


He 
215 


Ser 


Tyr 


Leu 


Tyr 


He 
220 


Phe 


Pro 


Ala 


He 


Leu 


Lys 


He 


Arg 


Ser 


Thr 


Glu 


Gly Arg Gin 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Gly 


Ser 


His 


Leu 


Thr 
245 


Ala 


Val 


Thr 


He 


Phe 
250 


Tyr 


Ala 


Thr 


Leu 


rne 
255 


riie 


Met 


Tyr 


Leu 


Arg 
260 


Pro 


Pro 


Ser 


Lys 


Glu 
265 


Ser 


Val 


Glu 


Gin 


Gly 
270 


Lys 


Met 


Val 


Ala 


Val 

275 


Phe 


Tyr 


Thr 


Thr 


Val 
280 


He 


Pro 


Met 


Leu 


Asn 
285 


Leu 


He 


He 


Tyr 


Ser 
290 


Leu 


Arg 


Asn 


Lys 


Asn 
295 


Val 


Lys 


Glu 


Ala 


Leu 
300 


He 


Lys 


Glu 


Leu 


Ser 


Met 


Lys 


He 


Tyr 


Phe 


Ser 
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<210> 1299 
<211> 315 
<212> PRT 

<213> Unknown (H38g216 protein) 
<220> 

<223> Synthetic construct 



<400> 1299 

Met Leu Leu Ser Asn He Thr Gin Phe Ser Pro He Phe Tyr Leu Thr 

15 10 15 

Ser Phe Pro Gly Leu Glu Gly He Lys His Trp He Phe He Pro Phe 

20 25 30 

Phe Phe Met Tyr Met Val Ala He Ser Gly Asn Cys Phe He Leu He 

35 40 45 

He He Lys Thr Asn Pro Arg Leu His Thr Pro Met Tyr Tyr Leu Leu 

50 55 60 

Ser Leu Leu Ala Leu Thr Asp Leu Gly Leu Cys Val Ser Thr Leu Pro 
65 70 75 80 

Thr Thr Met Gly He Phe Trp Phe Asn Ser Gin Ser He Tyr Phe Gly 

85 90 95 

Ala Cys Gin He Gin Met Phe Cys He His Ser Phe Ser Phe Met Glu 

100 105 110 

Ser Ser Val Leu Leu Met Met Ser Phe Asp Arg Phe Val Ala He Cys 

115 120 125 

His Pro Leu Arg Tyr Ser Val He He Thr Gly Gin Gin Val Val Arg 

130 135 140 

Ala Gly Leu He Val He Phe Arg Gly Pro Val Ala Thr He Pro He 
145 150 155 160 

Val Leu Leu Leu Lys Ala Phe Pro Tyr Cys Gly Ser Val Val Leu Ser 
165 170 175 
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His 


Ser 


Phe 


Cys 
180 


Leu 


His 


Gin 


Glu 


Val 
185 


He 


Gin 


Leu 


Ala 


Cys 
190 


Thr 


Asp 


Thr 


Thr 


Phe 
195 


Asn 


Asn 


Leu 


Tyr 


Gly 
200 


Leu 


Met 


Val 


Val 


Val 
205 


Phe 


Thr 


Val 


Met 


Leu 
210 


Asp 


Leu 


Val 


Leu 


He 
215 


Ala 


Leu 


Ser 


Tyr 


Gly 
220 


Leu 


He 


Leu 


His 


Thr 


Val 


Ala Gly 


Leu 


Ala 


Ser 


Gin 


Glu 


Glu 


Gin 


Arg Arg 


Ala 


Phe 


Gin 


225 










230 










235 










240 


Thr 


Cys 


Thr 


Ala 


His 
245 


Leu 


Cys 


Ala 


Val 


Leu 
250 


Val 


Phe 


Phe 


Val 


Pro 
255 


Met 


Met 


Gly 


Leu 


Ser 


Leu 


Val 


His 


Arg 


Phe 


Gly Lys 


His 


Ala 


Pro 


Pro 


Ala 








260 










265 










270 






He 


His 


Leu 
275 


Leu 


Met 


Ala 


Asn 


Val 
280 


Tyr 


Leu 


Phe 


Val 


Pro 
285 


Pro 


Met 


Leu 


Asn 


Pro 
290 


He 


He 


Tyr 


Ser 


He 
295 


Lys 


Thr 


Lys 


Glu 


He 
300 


His 


Arg 


Ala 


He 


He 


Lys 


Leu 


Leu 


Gly 


Leu 


Lys 


Lys 


Ala 


Ser 


Lys 












305 










310 










315 













<210> 1300 
<211> 323 
<212> PRT 

<213> Unknown (H38g217 protein) 
<220> 

<223> Synthetic construct 



<400> 1300 

Met Asn Pro Glu Asn Trp Thr Gin Val Thr Ser Phe Val Leu Leu Gly 

15 10 15 

Phe Pro Ser Ser His Leu He Gin Phe Leu Val Phe Leu Gly Leu Met 

20 25 30 

Val Thr Tyr He Val Thr Ala Thr Gly Lys Leu Leu He He Val Leu 

35 40 45 

Ser Trp He Asp Gin Arg Leu His He Gin Met Tyr Phe Phe Leu Arg 

50 55 60 

Asn Phe Ser Phe Leu Glu Leu Leu Leu Val Thr Val Val Val Pro Lys 
65 70 75 80 

Met Leu Val Val He Leu Thr Gly Asp His Thr He Ser Phe Val Ser 

85 90 95 

Cys He He Gin Ser Tyr Leu Tyr Phe Phe Leu Gly Thr Thr Asp Phe 

100 105 110 

Phe Leu Leu Ala Val Met Ser Leu Asp Arg Tyr Leu Ala He Cys Arg 

115 120 125 

Pro Leu Arg Tyr Glu Thr Leu Met Asn Gly His Val Cys Ser Gin Leu 

130 135 140 

Val Leu Ala Ser Trp Leu Ala Gly Phe Leu Trp Val Leu Cys Pro Thr 
145 150 155 160 

Val Leu Met Ala Ser Leu Pro Phe Cys Gly Pro Asn Gly He Asp His 

165 170 175 

Phe Phe Arg Asp Ser Trp Pro Leu Leu Arg Leu Ser Cys Gly Asp Thr 

180 185 190 

His Leu Leu Lys Leu Val Ala Phe Met Leu Ser Thr Leu Val Leu Leu 

195 200 205 

Gly Ser Leu Ala Leu Thr Ser Val Ser Tyr Ala Cys He Leu Ala Thr 

210 215 220 

Val Leu Arg Ala Pro Thr Ala Ala Glu Arg Arg Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Ala Ser His Leu Thr Val Val Val He He Tyr Gly Ser Ser He 

245 250 255 

Phe Leu Tyr He Arg Met Ser Glu Ala Gin Ser Lys Leu Leu Asn Lys 
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260 265 270 

Gly Ala Ser Val Leu Ser Cys He He Thr Pro Leu Leu Asn Pro Phe 

275 280 285 

He Phe Thr Leu Arg Asn Asp Lys Val Gin Gin Ala Leu Arg Glu Ala 

290 295 300 

Leu Gly Trp Pro Arg Leu Thr Ala Val Met Lys Leu Arg Val Thr Ser 
305 310 315 320 

Gin Arg Lys 



<210> 1301 
<211> 338 
<212> PRT 

<213> Unknown (H38g218 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (338) 

<223> Xaa = Any Amino Acid 



<400> 1301 



Met 


Met 


Gly 


Glu 


Ala 


Arg 


Asn 


Arg 


Thr 


Val 


Val 


Gin 


Glu 


Phe 


He 


Leu 


1 








5 










10 










15 




Glu 


Gly 


Phe 


Pro 


Ala 


Val 


Gin 


His 


Leu Gly Asn 


Val 


Leu 


Phe 


Leu 


Val 








20 










25 










30 






His 


Leu 


Leu 
35 


Ala 


Tyr 


Leu 


Ala 


Ser 
40 


He 


Met 


Ala 


Asn 


Met 
45 


Leu 


He 


He 


Thr 


He 
50 


Thr 


Trp 


Ala 


Asp 


His 
55 


His 


Leu 


Gin 


Thr 


Pro 
60 


Met 


Tyr 


Phe 


Phe 


Leu 


Asn 


Ser 


Phe 


Ser 


Phe 


Cys 


Glu 


Cys 


Cys 


Phe 


He 


Thr 


Thr 


Val 


He 


65 










70 










75 










80 


Pro 


Lys 


Leu 


Leu 


Val 


He 


Phe 


Leu 


Ser 


Gly Arg 


Gin 


He 


He 


Pro 


Phe 










85 










90 










95 




Thr 


Thr 


Cys 


Leu 
100 


Met 


Gin 


Ser 


Phe 


Ser 
105 


Phe 


Leu 


Phe 


Leu 


Gly 
110 


Ser 


Thr 


Val 


Phe 


Phe 
115 


Leu 


Met 


Ala 


Val 


Met 
120 


Ser 


Leu 


Asp 


Xaa 


Tyr 
125 


Leu 


Ala 


He 


Cys 


Lys 
130 


Pro 


Leu 


His 


Tyr 


Ser 
135 


Thr 


He 


Met 


Ser 


Leu 
140 


Arg 


Thr 


Ser 


Phe 


His 


Leu 


Val 


Thr 


Val 


Cys 


Phe 


Val 


Val 


Gly 


Phe 


Thr 


Leu 


He Thr Gly 


145 










150 










155 










160 


Leu 


Met 


Val 


Lys 


Val 
165 


Ser 


Gin 


Leu 


Ser 


Phe 
170 


Cys 


Gly 


Pro 


His 


Val 
175 


He 


Pro 


His 


Phe 


Phe 


Arg 


Asp 


Leu Gly 


Pro 


Leu 


He 


Gin 


Leu 


Ser 


Cys 


Ser 








180 










185 










190 






Asp 


Thr 


Arg 
195 


Ser 


Thr 


Glu 


Thr 


Leu 
200 


Ala 


Phe 


Val 


Leu 


Val 
205 


Ser 


Phe 


Val 


Leu 


Phe 
210 


Thr 


Ser 


Leu 


He 


He 
215 


Thr 


He 


He 


Ala 


Tyr 
220 


Gly 


Asn 


He 


Val 


Val 


Thr 


He 


Val 


Arg 


Leu 


Pro 


Ser 


Ala 


Lys 


Glu 


Arg 


Gin 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Ser 


Ser 


His 


Leu 


He 


Val 


Leu 


Ser 


Leu 


Val 


Tyr Gly 


Ser 










245 










250 










255 




Cys 


Val 


Phe 


He 


Tyr 


Val 


Lys 


Pro 


Lys 


Gin 


Met 


Asp Arg 


Leu 


Asp 


Ser 








260 










265 










270 






Asn 


Arg 


Met 
275 


Ala 


Ala 


Leu 


Val 


Asn 
280 


Thr 


Val 


Val 


Thr 


Pro 
285 


Leu 


Leu 


Asn 


Pro 


He 
290 


He 


Tyr 


Thr 


Leu 


Arg 
295 


Asn 


Lys 


Gin 


Val 


His 
300 


Gin 


Ala 


Leu 


Arg 
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Asp Ala Gin Ser Arg Met Lys Leu Xaa 
305 310 
Xaa Arg Asn Ala Pro Phe Leu Asp Leu 
325 

Trp Asn 

<210> 1302 
<211> 309 
<212> PRT 

<213> Unknown (H38g219 protein) 
<220> 

<223> Synthetic construct 



<400> 1302 



Met 


Ala 


Ser 


Thr 


Ser 


Asn 


vai 


Thr 


Glu 


1 


















Gin 


Asp 


Pro 


Ala 


Val 


Gin 


Ser 


Val 


Cys 


















25 


Tyr 


Leu 


Ala 


Thr 


val 


vai 


tjiy 


Asn Gly 






35 










A f\ 

40 




lie 


Ser 


Lys 


Ser 


Leu 


Asp 


Ser 


Pro 


Met 




50 










55 






Ser 


Leu 


Val 


Glu 


He 


Ser 


Tyr 


Ser 


Ser 


65 










/U 








lie 


Asp 


Leu 


Leu 


Ala 


Lys 


lie 


Lys 


Thr 










85 










Thr 


Gin 


lie 


pne 


Phe 


rxlc 


rlJ-S 


Phe 


Phe 


















105 


lie 


vol 


V d -L 


Met 


Ala 




Asp 


Cys 


Tyr 






115 










120 




His 


Tyr 


Met 


Asn 


He 


He 


Ser 


Arg 


Gin 




130 










135 






Gly 


Ser 


Trp 


Leu 


Gly 


Gly 


Phe 


Cys 


His 


145 










150 








lie 


He 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 










165 










Cys 


Asp 


Leu 


Gin 


Pro 


Leu 


Phe 


Lys 


Leu 








180 










185 


Glu 


Gly 


Val 


He 


Val 


Leu 


Ala 


Asn 


Ser 






195 










200 




Phe 


Leu 


He 


■ Leu 


Val 


Ser 


Ser 


Tyr 


He 




210 










215 






Asn 


His 


Ser 


Ala 


Glu 


Gly 


Arg 


His 


Lys 


225 










230 








His 


He 


Thr 


Val 


Val 


He 


Leu 


Phe 


Phe 










245 










Met 


Arg 


Pro 


Ser 


Ser 


Thr 


Phe 


Thr 


Glu 








260 










265 


Tyr 


Thr 


Val 


He 


Thr 


Pro 


Met 


Leu 


Asn 






275 










280 




Asn 


Ala 


Glu 


Val 


Lys 


He 


Ala 


He 


Arg 




290 










295 






Asn 


Pro 


Gly 


Arg 


Glu 
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<210> 1303 
<211> 322 
<212> PRT 

<213> Unknown (H38g220 protein) 
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Lys 


Gin 


Asn 


His 


Asn 


Leu 


Gin 




315 










320 


He 


Gin 


Ser 


Phe 


Ser 


Cys 


Phe 


330 










335 




Leu 


He 


Phe 


Thr 


Gly 


Leu 


Phe 


10 










15 




Phe 


Val 


Val 


Phe 


Leu 


Pro 


Val 










30 






Leu 


He 


Val 


Leu 


Thr 


Val 


Ser 








45 








Tvr 


Phe 


Phe 


Leu 


Ser 


Cys 


Leu 






60 










Thr 


He 


Ala 


Pro 


Lys 


Phe 


He 




75 










80 


He 


Ser 


Leu 


Glu 


Gly 


Cvs 


Leu 


90 










95 




Glv 


Val 


Ala 


Glu 


He 


Leu 


Leu 










110 






Val 


Ala 


He 


Cys 


Lys 


Pro 


Leu 








125 








Leu 


Cvs 


His 


Leu 


Leu 


Val 


Ala 






140 










Ser 


He 


He 


Gin 


He 


Leu 


Val 




155 










160 


Asn 


Val 


He 


Asp 


His 


Tyr 


Phe 


170 










175 




Ala 


Cys 


Thr 


Asp 


Thr 


Phe 


Met 










190 






Gly 


Leu 


Phe 


Ser 


Val 


Phe 


Ser 








205 








Val 


He 


Leu 


Val 


Asn 


Leu 


Arg 






220 










Ala 


Leu 


Ser 


Thr 


Cys 


Ala 


Ser 




235 










240 


Gly 


Pro 


Ala 


He 


Phe 


Leu 


Tyr 


250 










255 




Asp 


Lys 


Leu 


Val 


Ala 


Val 


Phe 










270 






Pro 


He 


He 


Tyr 


Thr 


Leu 


Arg 








285 








Arg 


Leu 


Trp 


Ser 


Lys 


Lys 


Glu 



300 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (322) 

<223> Xaa = Any Amino Acid 



<400> 1303 



Met 


Ala 


Lys 


Gly Asn 


His 


Ser 


Ser 


Val 


Thr 


Glu 


Phe 


He 


Leu 


Leu Gly 


1 








5 










10 










15 




Leu 


Thr 


Asp 


Asn 


Gin 


Glu 


Leu 


Gin 


Val 


He 


Leu 


Phe Gly Val 


Phe 


Leu 








20 










25 










30 






Leu 


He 


Tyr 


Leu 


Val 


Thr 


Val 


Leu 


Gly Asn 


Leu 


Gly 


Leu 


He 


Val 


Leu 






35 










40 










45 








He 


His 
50 


He 


Ser 


Pro 


Gin 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Phe 


Leu 


Ser 


His 


Leu 


Ala 


Phe 


Val 


Asp 


Phe 


Tyr 


Gly 


Thr 


Ser 


Ala 


He 


Thr 


Pro 


Asn 


65 










70 










75 










80 


Thr 


Leu 


Val 


Asn 


Ser 
85 


Leu 


His 


Glu 


He 


Lys 
90 


Ser 


Met 


Ser 


Phe 


Tyr 
95 


Ala 


Cys 


Ala 


Thr 


Gin 
100 


Val 


Cys 


Cys 


Phe 


He 
105 


Thr 


Leu 


Ser 


Val 


Trp 
110 


Glu 


Val 


He 


Val 


Ala 


Leu 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Val 


Ala 


He 


Cys 


Asn 


Pro 






115 










120 










125 








Leu 


Leu 


Tyr 


Val 


Val 


Leu 


Met 


Pro Arg Arg 


Leu 


Cys 


He 


Gin 


Met 


Val 




130 










135 










140 










Thr 


Gly Leu 


Tyr 


He 


Tyr 


Gly 


Phe 


Thr 


Met 


Gly 


Leu 


He 


Gin 


Ala 


Val 


145 










150 










155 










160 


Ala 


Thr 


Phe 


His 


Met 
165 


Ser 


Phe 


Cys 


Asp 


Ser 
170 


Asn 


Val 


Val 


Asn 


Gin 
175 


Phe 


Tyr 


Cys Asp 


Asp Val 


Pro 


Leu 


He 


Ala 


Leu 


Ala 


Cys 


Ser 


Asp 


Thr 


Gin 








180 










185 










190 






Val 


Lys 


Glu 
195 


Leu 


Met 


Leu 


Phe 


He 
200 


He 


Ala 


Ala 


Phe 


Asn 
205 


Val 


Phe 


Cys 


Ser 


Leu 
210 


He 


He 


Val 


Leu 


He 
215 


Ser 


Tyr 


Val 


Phe 


He 
220 


Val 


Phe 


Ala 


He 


Leu 


Arg 


He 


His 


Ser 


Ala 


Val 


Gly Arg 


Gin 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ala 


Ser 


His 


Met 


Phe 


Ser 


He 


Ser 


He 


Tyr 


Tyr 


Gly Thr 


Leu 


Ser 


Phe 










245 










250 










255 




Met 


Tyr 


Leu 


Gin 


Pro 


Lys 


Ser 


Ser 


His 


Ser 


Leu Asp 


Lys 


Asp 


Lys 


Phe 








260 










265 










270 






Ala 


Ser 


Val 
275 


Phe 


Tyr 


Ala 


Val 


Val 
280 


He 


Pro 


Met 


Leu 


Asn 
285 


Pro 


Leu 


He 


Tyr 


Ser 
290 


Leu 


Arg 


Asn 


Gin 


Glu 
295 


Val 


Lys 


Asn 


Ala 


Met 
300 


Lys 


Lys 


He 


He 


Glu 


Lys 


Met 


Cys 


Ser 


Ser 


Asn 


Gin 


Gin 


Xaa 


Asn 


Leu 


Leu 


Val 


Leu 


Lys 


305 










310 










315 










320 


Glu 


He 































<210> 1304 
<211> 317 
<212> PRT 

<213> Unknown (H38g221 protein) 
<220> 

<223> Synthetic construct 
<400> 1304 
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Met Ser Gin Val Thr Asn Thr Thr Gin Glu Gly lie Tyr Phe lie Leu 

15 10 15 

Thr Asp lie Pro Gly Phe Glu Ala Ser His He Trp He Ser He Pro 

20 25 30 

Val Cys Cys Leu Tyr Thr He Ser He Met Gly Asn Thr Thr He Leu 

35 40 45 

Thr Val He Arg Thr Glu Pro Ser Val His Gin Arg Met Tyr Leu Phe 

50 55 60 

Leu Ser Met Leu Ala Leu Thr Asp Leu Gly Leu Thr Leu Thr Thr Leu 
65 70 75 80 

Pro Thr Val Met Gin Leu Leu Trp Phe Asn Val Arg Arg He Ser Ser 

85 90 95 

Glu Ala Cys Phe Ala Gin Phe Phe Phe Leu His Gly Phe Ser Phe Met 

100 105 110 

Glu Ser Ser Val Leu Leu Ala Met Ser Val Asp Cys Tyr Val Ala He 

115 120 125 

Cys Cys Pro Leu His Tyr Ala Ser He Leu Thr Asn Glu Val He Gly 

130 135 140 

Arg Thr Gly Leu Ala He He Cys Cys Cys Val Leu Ala Val Leu Pro 
145 150 155 160 

Ser Leu Phe Leu Leu Lys Arg Leu Pro Phe Cys His Ser His Leu Leu 

165 170 175 

Ser Arg Ser Tyr Cys Leu His Gin Asp Met He Arg Leu Val Cys Ala 

180 185 190 

Asp 'lie Arg Leu Asn Ser Trp Tyr Gly Phe Ala Leu Ala Leu Leu He 

195 200 205 

He He Val Asp Pro Leu Leu He Val He Ser Tyr Thr Leu He Leu 

210 215 220 

Lys Asn He Leu Gly Thr Ala Thr Trp Ala Glu Arg Leu Arg Ala Leu 
225 230 235 240 

Asn Asn Cys Leu Ser His He Leu Ala Val Leu Val Leu Tyr He Pro 

245 250 255 

Met Val Gly Val Ser Met Thr His Arg Phe Ala Lys His Ala Ser Pro 

260 265 270 

Leu Val His Val He Met Ala Asn He Tyr Leu Leu Ala Pro Pro Val 

275 280 285 

Met Asn Pro He He Tyr Ser Val Lys Asn Lys Gin He Gin Trp Gly 

290 295 300 

Met Leu Asn Phe Leu Ser Leu Lys Asn Met His Ser Arg 
305 310 315 

<210> 1305 
<211> 315 
<212> PRT 

<213> Unknown (H38g222 protein) 
<220> 

<223> Synthetic construct 
<400> 1305 

Met Asn Pro Ala Asn His Ser Gin Val Ala Gly Phe Val Leu Leu Gly 

15 10 15 

Leu Ser Gin Val Trp Glu Leu Arg Phe Val Phe Phe Thr Val Phe Ser 

20 25 30 

Ala Val Tyr Phe Met Thr Val Val Gly Asn Leu Leu He Val Val He 

35 40 45 

Val Thr Ser Asp Pro His Leu His Thr Thr Met Tyr Phe Leu Leu Gly 

50 55 60 

Asn Leu Ser Phe Leu Asp Phe Cys Tyr Ser Ser He Thr Ala Pro Arg 
65 70 75 80 

Met Leu Val Asp Leu Leu Ser Gly Asn Pro Thr lie Ser Phe Gly Gly 
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85 90 95 



Cys 


Leu 


Thr 


Gin 


Leu 


Phe 


Phe 


Phe 


His 


Phe 


He Gly Gly 


lie 


Lys 


He 








100 










105 










110 






Phe 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


He 


Ala 


I le 


Ser 


G±n 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Thr 


Leu 


He 


Met 


Asn 


Gin 


Thr 


Val 


Cys 


Ala 


Leu 


Leu 




130 










135 










140 










Met 


Ala 


Ala 


Ser 


Trp 


Val 


Gly Gly 


Phe 


He 


His 


Ser 


He 


Val 


Gin 


x±e 


145 










150 










155 










160 


Ala 


Leu 


Thr 


lie 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asp 


Lys 


Leu 


Asp 


Asn 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp Val 


Pro 


Gin 


Leu 


He 


Lys 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 










190 






Phe 


Val 


Leu 


Glu 


Leu 


Leu 


Met 


Val 


Ser 


Asn 


Asn Gly Leu Val 


Thr 


Leu 






195 










200 










205 








Met 


Trp 


Phe 


Leu 


Val 


Leu 


Leu 


Gly Ser Tyr 


Thr 


Ala 


Leu 


Leu 


Val 


Met 




210 










215 










220 










Leu 


Arg 


Ser 


His 


Ser 


Arg 


Glu 


Gly Arg 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ala 


Ser 


His 


lie 


Ala 


Val 


Val 


Thr 


Leu 


He 


Phe 


Val 


Pro 


Cys 


He 


Tyr 










245 










250 










255 




Val 


Tyr 


Thr 


Arg 


Pro 


Phe 


Arg 


Thr 


Phe 


Pro 


Met 


Asp 


Lys 


Ala 


Val 


Ser 








260 










265 










270 






Val 


Leu 


Tyr 


Thr 


He 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Ala 


He 


Tyr 


Thr 






275 










280 










285 








Leu 


Arg Asn 


Lys 


Glu 


Val 


He 


Met 


Ala 


Met 


Lys 


Lys 


Leu 


Trp 


Arg 


Arg 




290 










295 










300 










Lys 


Lys 


Asp 


Pro 


He 


Gly 


Pro 


Leu 


Glu 


His 


Arg 












305 










310 










315 













<210> 1306 
<211> 320 
<212> PRT 

<213> Unknown (H3 8g223 protein) 
<220> 

<223> Synthetic construct 
<400> 1306 

Met Ser Phe Leu Asn Gly Thr Ser Leu Thr Pro Ala Ser Phe He Leu 

15 10 15 

Asn Gly He Pro Gly Leu Glu Asp Val His Leu Trp He Ser Phe Pro 

20 25 30 

Leu Cys Thr Met Tyr Ser He Ala He Thr Gly Asn Phe Gly Leu Met 

35 40 45 

Tyr Leu He Tyr Cys Asp Glu Ala Leu His Arg Pro Met Tyr Val Phe 

50 55 60 

Leu Ala Leu Leu Ser Phe Thr Asp Val Leu Met Cys Thr Ser Thr Leu 
65 70 75 80 

Pro Asn Thr Leu Phe He Leu Trp Phe Asn Leu Lys Glu He Asp Phe 

85 90 95 

Lys Ala Cys Leu Ala Gin Met Phe Phe Val His Thr Phe Thr Gly Met 

100 105 110 

Glu Ser Gly Val Leu Met Leu Met Ala Leu Asp His Cys Val Ala He 

115 120 125 

Cys Phe Pro Leu Arg Tyr Ala Thr He Leu Thr Asn Ser Val He Ala 

130 135 140 

Lys Ala Gly Phe Leu Thr Phe Leu Arg Gly Val Met Leu Val He Pro 
145 150 155 160 

Ser Thr Phe Leu Thr Lys Arg Leu Pro Tyr Cys Lys Gly Asn Val He 
165 170 175 
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Pro 


His 


Thr 


Tyr 


Cys 


Asp 


His 


Met 


Ser 


Val 


Ala 


Lys 


He 


Ser 


Cys 


Gly 








180 










185 










190 






Asn 


Val 


Arg 


Val 


Asn 


Ala 


He 


Tyr 


Gly 


Leu 


He 


Val 


Ala 


Leu 


Leu 


He 






195 










200 










205 








Gly 


Gly 


Phe 


Asp 


He 


Leu 


Cys 


He 


Thr 


He 


Ser 


Tyr 


Thr 


Met 


He 


Leu 




210 










215 










220 










Gin 


Ala 


Val 


Val 


Ser 


Leu 


Ser 


Ser 


Ala 


Asp 


Ala 


Arg 


Gin 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Thr 


Ala 


His 


Phe 


Cys 


Ala 


He 


Val 


Leu 


Thr 


Tyr 


Val 


Pro 










245 










250 










255 




Ala 


Phe 


Phe 


Thr 


Phe 


Phe 


Thr 


His 


His 


Phe 


Gly Gly His 


Thr 


He 


Pro 








260 










265 










270 






Leu 


His 


He 


His 


He 


He 


Met 


Ala 


Asn 


Leu 


Tyr 


Leu 


Leu 


Met 


Pro 


Pro 






275 










280 










285 








Thr 


Met 


Asn 


Pro 


He 


Val 


Tyr 


Gly 


Val 


Lys 


Thr 


Arg 


Gin 


Val 


Arg 


Glu 




290 










295 










300 










Ser 


Val 


He 


Arg 


Phe 


Phe 


Leu 


Lys 


Gly 


Lys 


Asp 


Asn 


Ser 


His 


Asn 


Phe 


305 










310 










315 










320 



<210> 1307 
<211> 305 
<212> PRT 

<213> Unknown (H38g224 protein) 



<220> 

<223> Synthetic construct 



<400> 1307 

Met Val Ala Thr Asn Asn Val Thr Glu He He Phe Val Gly Phe Ser 

15 10 15 

Gin Asn Trp Ser Glu Gin Arg Val He Ser Val Met Phe Leu Leu Met 

20 25 30 

Tyr Thr Ala Val Val Leu Gly Asn Gly Leu He Val Val Thr He Leu 

35 40 45 

Ala Ser Lys Val Leu Thr Ser Pro Met Tyr Phe Phe Leu Ser Tyr Leu 

50 55 60 

Ser Phe Val Glu He Cys Tyr Cys Ser Val Met Ala Pro Lys Leu He 
65 70 75 80 

Phe Asp Ser Phe He Lys Arg Lys Val He Ser Leu Lys Gly Cys Leu 

85 90 95 

Thr Gin Met Phe Ser Leu His Phe Phe Gly Gly Thr Glu Ala Phe Leu 

100 105 110 

Leu Met Val Met Ala Tyr Asp Arg Tyr Val Ala He Cys Lys Pro Leu 

115 120 125 

His Tyr Met Ala He Met Asn Gin Arg Met Cys Gly Leu Leu Val Arg 

130 135 140 

He Ala Trp Gly Gly Gly Leu Leu His Ser Val Gly Gin Thr Phe Leu 
145 150 155 160 

He Phe Gin Leu Pro Phe Cys Gly Pro Asn He Met Asp His Tyr Phe 

165 170 175 

Cys Asp Val His Pro Val Leu Glu Leu Ala Cys Ala Asp Thr Phe Phe 

180 185 190 

He Ser Leu Leu He He Thr Asn Gly Gly Ser He Ser Val Val Ser 

195 200 205 

Phe Phe Val Leu Met Ala Ser Tyr Leu He He Leu His Phe Leu Arg 

210 215 220 

Ser His Asn Leu Glu Gly Gin His Lys Ala Leu Ser Thr Cys Ala Ser 
225 230 235 240 

His Val Thr Val Val Asp Leu Phe Phe He Pro Cys Ser Leu Val Tyr 

245 250 255 

He Arg Pro Cys Val Thr Leu Pro Ala Asp Lys He Val Ala Val Phe 
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260 265 
Tyr Thr Val Val Thr Pro Leu Leu Asn Pro Val 

275 280 
Asn Ala Glu Val Lys Asn Ala Met Arg Arg Phe 
290 295 

lie 
305 

<210> 1308 
<211> 313 
<212> PRT 

<213> Unknown (H38g225 protein) 
<220> 

<223> Synthetic construct 



<400> 1308 
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Glu 
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Glu 
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He 


Leu 
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Gly 
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Val 


Ser 


Ser 


Cys 


Pro 


Glu 


Leu 


Gin 


He 


Pro 


Leu 


Phe 


Leu 


Val 


Phe 


Leu 








20 










25 










30 






Val 


Leu 


Tyr 


Gly 


Leu 


Thr 


Met 


Ala 


Gly Asn 


Leu 


Gly 


He 


He 


Thr 


Leu 






35 










40 










45 








Thr 


Ser 


Val 


Asp 


Ser 


Arg 


Leu 


Gin 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gin 
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55 










60 










His 


Leu 


Ala 


Leu 


He 


Asn 


Leu Gly Asn 


Ser 


Thr 


Val 


He 


Ala 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


He 


Asn 


Phe 


Leu 


Val 


Lys 


Lys 


Lys 


Thr 


Thr 


Ser 


Phe 


Tyr 


Glu 










85 










90 










95 




Cys 


Ala 


Thr 


Gin 


Leu Gly 


Gly 


Phe 


Leu 


Phe 


Phe 


He 


Val 


Ser 


Glu 


Val 








100 










105 










110 






lie 


Met 


Leu 


Ala 


Leu 


Met 


Ala 


Cys 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Asn 






115 










120 










125 








Pro 


Leu 


Leu 


Tyr 


Met 


Val 


Val 


Val 


Ser Arg Arg 


Leu 


Cys 


Leu 


Leu 


Leu 




130 










135 










140 










Val 


Ser 


Leu 


Thr 


Tyr 


Leu 


Tyr 


Gly 


Phe 


Ser 


Thr 


Ala 


He 


Val 


Val 


Ser 


145 










150 










155 










160 


Ser 


Tyr 


Val 


Phe 


Ser 


Val 


Ser 


Tyr 


Cys 


Ser 


Ser 


Asn 


He 


He 


Asn 


His 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Asn 


Val 


Pro 


Leu 


Leu 


Ala 


Leu 


Ser 


Cys 


Ser 


Asp 


Thr 








180 










185 










190 






Tyr 


Leu 


Pro 


Glu 


Thr 


Val 


Val 


Phe 


He 


Ser 


Ala 


Ala 


Thr 


Asn 


Val 


Val 






195 










200 










205 








Gly 


Ser 


Leu 


He 


He 


Val 


Leu 


Val 


Ser 


Tyr 


Phe 


Asn 


He 


Val 


Leu 


Ser 




210 










215 










220 










lie 


Leu 


Lys 


He 


Cys 


Ser 


Ser 


Glu Gly Arg 


Lys 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Met 


Met 


Ala 


Val 


Thr 


He 


Phe 


Tyr 


Gly 


Thr 


Leu 


Leu 










245 










250 










255 




Phe 


Met 


Tyr 


Val 


Gin 


Pro 


Arg 


Ser 


Asn 


His 


Ser 


Leu 


Asp 


Thr 


Asp 


Asp 








260 










265 










270 






Lys 


Met 


Ala 


Ser 


Val 


Phe 


Tyr 


Thr 


Leu 


Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 






275 










280 










285 








Leu 


He 


Tyr 


Ser 


Leu Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Thr 


Ala 


Leu 


Gin 


Arg 




290 










295 










300 










Phe 


Met 


Thr 


Asn 


Leu 


Cys 


Tyr 


Ser 


Phe 

















305 310 



<210> 1309 
<211> 326 
<212> PRT 



270 

He Tyr Ser Phe Arg 
285 

He Gly Gly Lys Val 
300 
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<213> Unknown (H38g226 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (326) 

<223> Xaa = Any Amino Acid 

<400> 1309 

Met Lys lie Ser Asn Asn Ser Leu Gly Phe Leu Pro Thr Thr Phe lie 

15 10 15 

Leu Val Gly lie Pro Gly Leu Glu Ser Glu His Leu Trp lie Ser Val 

20 25 30 

Pro Phe Ser Leu lie Tyr lie lie lie Phe Leu Gly Asn Gly lie lie 

35 40 45 

Leu His Val lie Arg Thr Asp lie Ala Leu His Gin Pro Met Tyr Leu 

50 55 60 

Phe Leu Ala Met Leu Ala Leu Ala Glu Val Arg Val Ser Ala Ser Thr 
65 70 75 80 

Leu Pro Thr Val Leu Gly lie Phe Leu Phe Gly Asn Thr Glu lie Ser 

85 90 95 

Leu Glu Ala Phe Phe Phe Gin Met Phe Ser lie His Ser Leu Ser Met 

100 105 110 

Met Glu Ser Ala Val Leu Leu Ala Met Ser Leu Asp Arg Phe lie Ala 

115 120 125 

lie Tyr Ser Pro Leu Ser Tyr Thr Ala He Leu Thr Leu Pro Arg Val 

130 135 140 

Phe Gly Thr Gly Ala He lie Val Leu Lys Ser He Met Leu Met Ala 
145 150 155 160 

Pro Leu Pro He Leu Leu Trp Arg Leu Pro Phe Cys Gly His Asn Ala 

165 170 175 

Leu Ser His Ser Tyr Cys Leu His Pro Asn Leu He Tyr Leu Ser Cys 

180 185 190 

Gly Asn He Ser Val Asn Asn He Tyr Gly He Phe He Val Thr Ser 

195 200 205 

Thr Phe Gly Leu Asp Ser Leu Leu He Val He Ser Tyr Gly Leu He 

210 215 220 

Leu His Thr Val Leu Gly He Ala Thr Gly Glu Gly Arg Lys Lys Ala 
225 230 235 240 

Leu Asn Thr Cys Gly Ser His Val Cys Ala Val Leu Ala Tyr Tyr Val 

245 250 255 

Pro Met He Gly Leu Ser He Val His Arg Leu Gly His Arg Val Ser 

260 265 270 

Pro Leu Leu Gin Ala Met Met Ala Asn Ala Tyr Leu Phe Phe Pro Pro 

275 280 285 

Val Val Asn Pro He Val Tyr Ser He Lys Thr Lys Glu He His Gly 

290 295 300 

Ala He Val Arg Met Leu Leu Glu Lys Arg Arg Arg Val Xaa Pro Lys 
305 310 315 320 

Thr lie Val Gly Arg Asn 
325 

<210> 1310 
<211> 311 
<212> PRT 

<213> Unknown (H3 8g227 protein) 
<220> 

<223> Synthetic construct 



625 



BNSDOCID: <WO 01271 58A2J_> 



WO 01/27158 



PCT/US00/27582 



<400> 1310 
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Ser 
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Ser 
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Val 
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Ala 
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lie 


Leu 


ml. _ 
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Valy 


Leu 


Pro 


1 








5 
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lb 




His 


Ala 


Pro 


Gly 


Leu 


Asp 


Ala 


Pro 


Leu 


Phe 


Gly 


He 


Pne 


Leu 


val 


val 








20 










25 










JO 






Tyr 


Val 


Leu 


Thr 


Val 


Leu 


Gly 


Asn 


Leu 


Leu 


He 


Leu 


Leu 


val 


lie 


Arg 






35 










40 










A C 

4b 








Val 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Tyr 


pne 


Leu 


mu •»>» 

i nr 


Asn 


Leu 




50 










55 










O KJ 










Ser 


Phe 


He 


Asp 


Met 


Trp 


Pne 


Ser 


Thr 


Val 


I nr 


val 


Pro 


Lys 


nee 


Leu 


65 










70 










T C 

7d 










o n 
oU 


Met 


Thr 


Leu 


Val 


Ser 


Pro 


Ser 


Gly 


Arg 


Ala 


He 


Ser 


Pne 


HIS 


Ser 


Cys 










85 










90 














Val 


Ala 


Gin 


Leu 


Tyr 


Phe 


Phe 


His 


Phe 


Leu 


Gly 


Ser 


Thr 


Glu 


Cys 


Pne 








100 










105 










110 






Leu 


Tyr 


Thr 


Val 


Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Leu 


Ala 


He 


Ser 


Tyr 


Pro 






115 










120 










125 








Leu 


Arg 


Tyr 


Thr 


Ser 


Met 


Met 


Ser 


Gly Ser 


Arg 


Cys 


Ala 


Leu 


Leu 


Ala 




130 










135 










140 










Thr 


Ser 


Thr 


Trp 


Leu 


Ser 


Gly 


Ser 


Leu 


His 


Ser 


Ala 


Val 


Gin 


Thr 


lie 


145 










150 










155 










160 


Leu 


Thr 


Phe 


His 


Leu 


Pro 


Tyr 


Cys 


Gly 


Pro 


Asn 


Gin 


He 


Gin 


His 


Tyr 










165 










170 










175 




Leu 


Cys 


Asp 


Ala 


Pro 


Pro 


He 


Leu 


Lys 


Leu 


Ala 


Cys 


Ala 


Asp 


Thr 


Ser 








180 










185 










190 






Ala 


Asn 


Glu 


Met 


Val 


He 


Phe 


Val 


Asp 


He 


Gly 


Leu 


Val 


Ala 


Ser 


Gly 






195 










200 










205 








Cys 


Phe 


Leu 


Leu 


He 


Val 


Leu 


Ser 


Tyr 


Val 


Ser 


He 


Val 


Cys 


Ser 


He 




210 










215 










220 










Leu 


Arg 


He 


His 


Thr 


Ser 


Glu 


Gly 


Arg 


His 


Arg 


Ala 


Phe 


Gin 


Thr 


Cys 


225 










230 










235 










240 


Ala 


Ser 


His 


Cys 


He 


Val 


Val 


Leu 


Cys 


Phe 


Phe 


Val 


Pro 


Cys 


Val 


Phe 










245 










250 










255 




lie 


Tyr 


Leu 


Arg 


Pro 


Gly 


Ser 


Arg 


Asp Val 


Val 


Asp Gly 


Val 


Val 


Ala 








260 










265 










270 






lie 


Phe 


Tyr 


Thr 


Val 


Leu 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


Val 


Val 


Tyr 


Thr 






275 










280 










285 








Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Lys 


Ala 


Val 


Leu 


Lys 


Leu 


Arg 


Asp 


Lys 



290 295 300 



Val Ala His Ser Gin Gly Glu 
305 310 



<210> 1311 
<211> 312 
<212> PRT 

<213> Unknown (H38g228 protein) 
<220> 

<223> Synthetic construct 



<400> 1311 
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Tyr 


Pro 


Pro 


Phe 
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Leu 


1 








5 










10 










15 




Leu Gly 


He 


Pro Gly 
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He 


Trp 


He 
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He 


Val 


Tyr 


Leu 


He 


Ala 


He 


Val 


Gly Asn Met 


Thr 


He 


Leu 
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40 










45 








Phe 


Val 
50 


He 


Lys 


Thr 


Glu 


His 
55 


Ser 


Leu 


His 


Gin 


Pro 
60 


Met 


Phe 


Tyr 


Phe 


Leu 


Ala 


Met 


Leu 


Ser 


Met 


He Asp 


Leu Gly 


Leu 


Ser 


Thr 


Ser 


Thr 


He 



65- 70 75 80 
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Pro 


Lys 


Met 


Leu 


Gly 


He 


Phe 


Trp 
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Gin 


Glu 


He 


Ser 


Phe 
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Gly 


Gly 


Cys 


Leu 


Leu 


Gin 


Met 


Phe 


Phe 


He 


His 


Met 


Phe 


Thr 


Gly 


Met 




100 










105 










110 






Glu 


Thr 


Val 


Leu 


Leu 


Val 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Phe 


Val 


Ala 


He 






115 










120 










125 








Cys 


Asn 


Pro 


Leu 


Gin 


Tyr 


Thr 


Met 


He 


Leu 


Thr 


Asn 


Lys 


Thr 


He 


Ser 


130 










135 










140 










lie 


Leu 


Ala 


Ser 


Val 


Val 


Val 


Gly 


Arg 


Asn 


Leu 


Val 


Leu 


Val 


Thr 


Pro 


145 










150 










155 










160 


Phe 


Val 


Phe 


Leu 


He 


Leu 


Arg 


Leu 


Pro 


Phe 


Cys 


Gly 


His 


Asn 


He 


Val 
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170 
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Pro 


His 


Thr 


Tyr 


Cys 


Glu 


His 


Arg 


Gly 


Leu 


Ala 


Gly 


Leu 


Ala 


Cys 


Ala 








180 










185 










190 






Pro 


lie 


Lys 


lie 


Asn 


He 


He 


Tyr 


Gly 


Leu 


Met 


Val 


He 


Ser 


Tyr 


He 






195 










200 










205 








lie 


Val 


Asp 


Val 


He 


Leu 


He 


Ala 


Ser 


Ser 


Tyr 


Val 


Leu 


He 


Leu 


Arg 




210 








215 










220 










Ala 


Val 


Phe 


Arg 
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Ser 


Gin 


Asp 


Val 


Arg 


Leu 


Lys 


Ala 


Phe 
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Val 
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Met 


Thr 
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Arg 


Phe 
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Pro 


til S 


Tyr 








260 










265 










270 
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Leu 


Leu 


Ala 
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Tyr 


Val 


Val 


Val 


Pro 


Pro 
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Leu 
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Gly 


Val 


Arg 
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Gin 


He 


Arg 
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<210> 1312 




























<211> 303 




























<212> PRT 




























<213> Unknown (H3 8g229 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1312 
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Arg 


Val 
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Val 
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Met 
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Asp 
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Tyr 


Val 
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He 


Cys 
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Pro 


Leu 


Ser 


Tyr 


Thr 


Thr 


He 


Met 
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Val 
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Val 


Leu 


Val 
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He 
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Trp 
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Phe 
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He 
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He 


Phe 
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Leu 


Leu 


Phe 
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Val 
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He 
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Val 


He 
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Ser 
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Arg 
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Glu 
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Met 


Arg 
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Met 
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Lys 


Arg 
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Trp 


He 
295 


Arg 


Thr 


Leu 


Arg 


Leu 
300 


Asn 
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<210> 1313 
<211> 316 
<212> V PRT 

<213> Unknown (H3 8g23 0 protein) 
<220> 

<223> Synthetic construct 



<400> 1313 
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250 










255 




lie lie 


Thr 


Phe 


Met 


Tyr 


Met 


bin 


xaa 


Lys 


x nr 


Asn 


Asn 


q or 
oer 


Leu 


Asp 






260 










265 










270 






Thr Asp 


Lys 


He 


Ala 


Ser 


Val 


Phe 


Cys 


He 


Val 


Lys 


He 


Pro 


Ser 


He 




275 










280 










285 








Tyr Ser 


Leu 


Arg Asn 


His 


Glu 


Val 


Lys 


Asp 


Ala 


Leu 


Lys 


Met 


He 


Met 


290 










295 










inn 










Glu Asn 


Leu 


Cys 


Leu 


Thr 






















305 








310 






















<210> 1319 




























<211> 184 




























<212> PRT 




























<213> Unknown {H38g236 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (184) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1319 




























Leu Val 


Lys 


Val 


Lys 


Lys 


Asn 


Xaa 


Asn 


He 


Phe 


Leu 


Ser 


Thr 


Ala 


Tyr 


1 






5 










10 










15 




His Phe 


Phe 


Pro 


Thr 


Leu 


Ser 


Val 


Asn 


Asn 


Asn 


Lys 


Phe 


Leu 


Xaa 


He 






20 










25 










30 






lie Asn 


Asn 


Asn 


Phe 


Xaa 


Val 


Xaa 


Phe 


Asn 


Leu 


His 


Ser 


Glu 


Thr 


Ser 




35 










40 










45 








His Ser 


Xaa 


Val 


Tyr 


Ser 


Leu 


Val 


Leu 


Ser 


Ser 


Lys 


Val 


Cys 


He 


Leu 


50 










55 










60 










Leu Ala 


Ala 


Gly 


Val 


Val 


Gly 


Gly 


He 


Leu 


Ser 


Arg Arg 


He 


Val 


Cys 


65 








70 










75 










80 


Gly Pro 


Thr 


Val 


Ser 


Leu 


Ser 


Ser 


Ser 


Arg 


Ser 


Asn 


Ala 


lie 


Asn 


His 






85 










90 










95 




Phe Phe 


Cys 


Asn 


Lys 


Ser 


Leu 


Gly 


Leu 


Gly Leu 


Ser 


Cys 


Tyr 


Asn 


He 






100 










105 










110 






Tyr lie 


Ser 


Thr 


Ala 


Val 


Pro 


Ala 


Phe 


Val 


Gly Val 


Xaa 


Val 


Leu 


His 




115 










120 










125 








Ser Leu 


Pro 


Tyr 


Leu 


Val 


He 


Met 


Phe 


Ser 


Trp 


Thr 


Tyr 


He 


Leu 


Val 


130 










135 










140 










Ala He 


Lys 


Arg 


Met 


Ser 


Ser 


Val 


Gly Arg 


Lys 


Glu 


Leu 


Ser 


lie 


Cys 


145 








150 










155 










160 


Val Ser 


His 


Leu 


Lys 


Thr 


Ser 


Thr 


He 


Phe 


His 


Thr 


Ala 


Leu 


Phe 


Tyr 








165 










170 










175 




Val Tyr 


Leu 


Gin 


Pro 


Asp 


Phe 


Phe 



















180 

<210> 1320 
<211> 321 
<212> PRT 

<213> Unknown <H38g237 protein) 
<220> 
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<223> Synthetic construct 



<400> 1320 



Met 


Ser 


Gly 


Asp Asn 


Ser 


Ser 


Ser 


Leu 


Thr 


Pro Gly 


Phe 


Phe 


He 


Leu 


1 








5 










10 










15 




Asn 


Gly 


Val 


Pro Gly Leu 


Glu 


Ala 


Thr 


His 


He Trp 


He 


Ser 


Leu 


Pro 








20 










25 










30 






Phe 


Cys 


Phe 


Met Tyr 


He 


He 


Ala 


Val 


Val 


Gly Asn 


Cys 


Gly 


Leu 


He 






35 










40 










45 








Cys 


Leu 
50 


lie 


Ser 


His 


Glu 


Glu 
55 


Ala 


Leu 


His 


Arg 


Pro 
60 


Met 


Tyr 


Tyr 


Phe 


Leu 


Ala 


Leu 


Leu 


Ser 


Phe 


Thr 


Asp 


Val 


Thr 


Leu 


Cys 


Thr 


Thr 


Met 


Val 


65 










70 










75 










80 


Pro 


Asn 


Met 


Leu 


Cys 
85 


He 


Phe 


Trp 


Phe 


Asn 
90 


Leu 


Lys 


Glu 


He 


Asp 
95 


Phe 


Asn 


Ala 


Cys 


Leu 


Ala 


Gin 


Met 


Phe 


Phe 


Val 


His 


Met 


Leu 


Thr 


Gly Met 








100 










105 










110 






Glu 


Ser 


Gly 


Val 


Leu 


Met 


Leu 


Met 


Ala 


Leu 


Asp Arg 


Tyr 


Val 


Ala 


He 






115 










120 










125 








Cys 


Tyr 


Pro 


Leu Arg 


Tyr 


Ala 


Thr 


He 


Leu 


Thr 


Asn 


Pro 


Val 


He 


Ala 




130 










135 










140 










Lys 


Ala 


Gly 


Leu 


Ala 


Thr 


Phe 


Leu 


Arg 


Asn 


Val 


Met 


Leu 


He 


He 


Pro 


145 










150 










155 










160 


Phe 


Thr 


Leu 


Leu 


Thr 


Lys 


Arg 


Leu 


Pro 


Tyr 


Cys 


Arg 


Gly Asn 


Phe 


He 










165 










170 










175 




Pro 


His 


Thr 


Tyr 
180 


Cys 


Asp 


His 


Met 


Ser 
185 


Val 


Ala 


Lys 


Val 


Ser 
190 


Cys 


Gly 


Asn 


Phe 


Lys 


Val 


Asn 


Ala 


He 


Tyr 


Gly Leu 


Met 


Val 


Ala 


Leu 


Leu 


He 






195 










200 










205 








Gly 


Val 
210 


Phe 


Asp 


He 


Cys 


Cys 
215 


He 


Ser 


Val 


Ser 


Tyr 
220 


Thr 


Met 


He 


Leu 


Gin 


Ala 


Val 


Met 


Ser 


Leu 


Ser 


Ser 


Ala Asp Ala 


Arg 


His 


Lys 


Ala 


Phe 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Thr 


Ser 
245 


His 


Met 


Cys 


Ser 


He 
250 


Val 


He 


Thr 


Tyr 


Val 
255 


Ala 


Ala 


Phe 


Phe 


Thr 
260 


Phe 


Phe 


Thr 


His 


Arg 
265 


Phe 


Val 


Gly 


His 


Asn 
270 


He 


Pro 


Asn 


His 


He 
275 


His 


He 


He 


Val 


Ala 
280 


Asn 


Leu 


Tyr 


Leu 


Leu 
285 


Leu 


Pro 


Pro 


Thr 


Met 


Asn 


Pro 


He 


Val 


Tyr 


Gly Val 


Lys 


Thr 


Lys 


Gin 


He 


Gin 


Glu 




290 










295 










300 










Gly 


Val 


He 


Lys 


Phe 


Leu 


Leu 


Gly Asp Lys 


Val 


Ser 


Phe 


Thr 


Tyr 


Asp 


305 










310 










315 










320 



Lys 



<210> 1321 
<211> 134 
<212> PRT 

<213> Unknown (H38g23 8 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(134) 

<223> Xaa = Any Amino Acid 

<400> 1321 

Cys Phe Cys Gly Phe Ala Val Leu Thr Ser Cys Leu Phe Cys Leu Thr 
15 10 15 
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Pro Glu 


Arg 


Xaa 


His 


Asn 


Thr 


Leu 


Arg 


Met 


Ala 


Leu 


Gly 


Ser 


His 


Arg 




20 










25 










30 






Phe Pro 


Ser 


Xaa 


Pro 


He 


Lys 


Lys 


Asn 


Tyr 


Lys 


Trp 


Pro 


His 


Tyr 


Gin 




35 










40 










45 








Pro Glu 


Leu 


Leu 


Pro 


His 


Trp 


Ser 


Ser 


Lys 


Thr 


Glu 


Arg 


He 


Cys 


Ser 


50 










55 










60 










Pro Ala 


Pro 


Ser 


Gly 


Leu 


Glu 


Met 


Leu 


Arg 


Asn 


Ala 


Lys 


Pro 


Leu 


Gly 


65 






70 










75 










80 


rile vjiu 


Leu 


x~yi. 


Leu 


He 


Xaa 


Asn 


Glu 


Gin 


Ser 


Arg 


Leu 


Ala 


Pro 


Gin 






85 










90 










95 




Gly Val 


Pro 


Gin 


Lys 


Thr 


Xaa 


Ser 


Leu 


Cys 


Ser 


Ser 


Ala 


Leu 


Ser 


Ser 




100 










105 










110 






Tyr Cys 


Leu 


Lys 


Asp 


Thr 


Gly 


Gly 


Gly 


Gly 


Lys 


Xaa 


Ser 


Gly 


Glu 


Arg 




115 










120 










125 








Ser Ser 


Phe 


Pro 


Arg 


Glu 






















130 






























<210> 1322 




























<211> 318 




























<212> PRT 




























<213> Unknown {H38g239 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (318) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1322 




























Met Lys 


Pro 


Thr 


He 


Gin 


Met 


Ala 


Ser 


Gly 


Asn 


Leu 


Thr 


Trp 


Val 


Thr 


1 






5 










10 










15 




Glu Phe 


He 


Leu 


Val 


Gly 


Val 


Ser 


Asp 


Asp 


Pro 


Glu 


Leu 


Gin 


He 


Pro 






20 










25 










30 






Leu Phe 


Leu 


Val 


Phe 


Leu 


Val 


Leu 


Tyr 


Leu 


Leu 


Thr 


Val 


Ala 


Gly 


Asn 




35 










40 










45 








Leu Gly 


He 


He 


Thr 


Leu 


Thr 


Ser 


Val 


Asp 


Pro 


Gin 


Leu 


Gin 


Thr 


Pro 


50 










55 










60 










Met Tyr 


Phe 


Phe 


Leu 


Xaa 


His 


Leu 


Ala 


He 


He 


Asn 


Leu 


Cys 


Asn 


Ser 


65 








70 










75 










80 


Thr Val 


Val 


Ala 


Pro 


Lys 


Met 


Leu 


Val 


Asn 


Phe 


Leu 


Val 


Thr 


Lys 


Lys 








85 










90 










95 




Thr He 


Ser 


Tyr 


Tyr 


Gly 


Cys 


Ala 


Ala 


Gin 


Leu 


Gly 


Gly 


Phe 


Leu 


Val 






100 










105 










110 






Phe He 


Val 


Ala 


Glu 


He 


Phe 


Thr 


Leu 


Ala 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 




115 










120 










125 








Tyr Val 


Ala 


He 


Trp 


Ser 


Pro 


Leu 


Leu 


Tyr 


Ala 


Val 


Val 


Val 


Ser 


Pro 


130 










135 










140 










Lys Val 


Cys 


Arg 


Leu 


Leu 


Val 


Ser 


Leu 


Thr 


Tyr 


Leu 


Gin 


Ser 


Leu 


He 


145 








150 










155 










160 


Thr Ala 


Leu 


Thr 


Val 


Ser 


Ser 


Cys 


Val 


Phe 


Ser 


Val 


Ser 


Tyr 


Cys 


Ser 








165 










170 










175 




Ser Asn 


He 


He 


Asn 


His 


Phe 


Tyr 


Cys 


Asp 


Asp 


Val 


Pro 


Leu 


Leu 


Ala 






180 










185 










190 






Leu Ser 


Cys 


Ser 


Asp 


Thr 


Tyr 


He 


Pro 


Glu 


Thr 


Ala 


Val 


Phe 


He 


Phe 




195 










200 










205 








Ser Gly 


Thr 


Asn 


Leu 


Leu 


Phe 


Ser 


Met 


He 


Val 


Val 


Leu 


He 


Ser 


Tyr 


210 










215 










220 










Phe Asn 


He 


Val 


He 


Thr 


He 


Leu 


Arg 


He 


Arg 


Ser 


Ser 


Glu 


Gly 


Arg 


225 








230 










235 










240 


Gin Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Ala 


Ser 


His 


Met 


He 


Ala 


Val 


Val 


Val 
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245 



250 



255 



Phe Tyr Gly Thr Leu Leu Phe Met Tyr Leu Gin Pro Arg Ser Asn His 

260 265 270 

Ser Leu Asp Thr Asp Lys Met Ala Ser Val Phe Tyr Thr Leu Val lie 

275 280 285 

Pro Val Leu Asn Pro Leu lie Tyr Ser Leu Arg Asn Lys Asn Val Lys 

290 295 300 

Asp Ala Leu Lys Arg Phe Leu Asp Asn Pro Cys Arg Ser Leu 



<210> 1323 
<211> 315 
<212> PRT 

<213> Unknown (H38g240 protein) 
<220> 

<223> Synthetic construct 
<400> 1323 

Met Leu Ser Pro Asn His Thr lie Val Thr Glu Phe lie Leu Leu Gly 

15 10 15 

Leu Thr Asp Asp Pro Val Leu Glu Lys lie Leu Phe Gly Val Phe Leu 

20 25 30 

Ala lie Tyr Leu lie Thr Leu Ala Gly Asn Leu Cys Met lie Leu Leu 

35 40 45 

lie Arg Thr Asn Ser Gin Leu Gin Thr Pro Met Tyr Phe Phe Leu Gly 

50 55 60 

His Leu Ser Phe Val Asp lie Cys Tyr Ser Ser Asn Val Thr Pro Asn 
65 70 75 80 

Met Leu His Asn Phe Leu Ser Glu Gin Lys Thr lie Ser Tyr Ala Gly 

85 90 95 

Cys Phe Thr Gin Cys Leu Leu Phe lie Ala Leu Val lie Thr Glu Phe 

100 105 110 

Tyr Phe Leu Ala Ser Met Ala Leu Asp Arg Tyr Val Ala lie Cys Ser 

115 120 125 

Pro Leu His Tyr Ser Ser Arg Met Ser Lys Asn lie Cys lie Ser Leu 

130 135 140 

Val Thr Val Pro Tyr Met Tyr Gly Phe Leu Asn Gly Leu Ser Gin Thr 
145 150 155 160 

Leu Leu Thr Phe His Leu Ser Phe Cys Gly Ser Leu Glu lie Asn His 

165 170 175 

Phe Tyr Cys Ala Asp Pro Pro Leu lie Met Leu Ala Cys Ser Asp Thr 

180 185 190 

Arg Val Lys Lys Met Ala Met Phe Val Val Ala Gly Phe Thr Leu Ser 

195 200 205 

Ser Ser Leu Phe lie lie Leu Leu Ser Tyr Leu Phe lie Phe Ala Ala 

210 215 220 

He Phe Arg He Arg Ser Ala Glu Gly Arg His Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Ala Ser His Leu Thr He Val Thr Leu Phe Tyr Gly Thr Leu Phe 

245 250 255 

Cys Met Tyr Val Arg Pro Pro Ser Glu Lys Ser Val Glu Glu Ser Lys 

260 265 270 

He He Ala Val Phe Tyr Thr Phe Leu Ser Pro Met Leu Asn Pro Leu 

275 280 285 

He Tyr Ser Leu Arg Asn Arg Asp Val He Leu Ala He Gin Gin Met 

290 295 300 

He Arg Gly Lys Ser Phe Cys Lys He Ala Val 
305 310 315 

<210> 1324 



305 



310 



315 
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<211> 313 
<212> PRT 

<213> Unknown (H3 8g241 protein) 
<220> 

<223> Synthetic construct 
<400> 1324 

Met Pro lie Ala Asn Asp Thr Gin Phe His Thr Ser Ser Phe Leu Leu 

15 10 15 

Leu Gly lie Pro Gly Leu Glu Asp Val His lie Trp lie Gly Phe Pro 

20 25 30 

Phe Phe Ser Val Tyr Leu lie Ala Leu Leu Gly Asn Ala Ala lie Phe 

35 40 45 

Phe Val lie Gin Thr Glu Gin Ser Leu His Glu Pro Met Tyr Tyr Cys 

50 55 60 

Leu Ala Met Leu Asp Ser lie Asp Leu Ser Leu Ser Thr Ala Thr lie ' 
65 70 75 80 

Pro Lys Met Leu Gly lie Phe Trp Phe Asn lie Lys Glu lie Ser Phe 

85 90 95 

Gly Gly Tyr Leu Ser Gin Met Phe Phe He His Phe Phe Thr Val Met 

100 105 110 

Glu Ser He Val Leu Val Ala Met Ala Phe Asp Arg Tyr He Ala He 

115 120 125 

Cys Lys Pro Leu Trp Tyr Thr Met He Leu Thr Ser Lys He He Ser 

130 135 140 

Leu He Ala Gly He Ala Val Leu Arg Ser Leu Tyr Met Val He Pro 
145 150 155 160 

Leu Val Phe Leu Leu Leu Arg Leu Pro Phe Cys Gly His Arg He He 

165 170 175 

Pro His Thr Tyr Cys Glu His Met Gly He Ala Arg Leu Ala Cys Ala 

180 185 190 

Ser lie Lys Val Asn He Met Phe Gly Leu Gly Ser He Ser Leu Leu 

195 200 205 

Leu Leu Asp Val Leu Leu He He Leu Ser His He Arg He Leu Tyr 

210 215 220 

Ala Val Phe Cys Leu Pro Ser Trp Glu Ala Arg Leu Lys Ala Leu Asn 
225 230 235 240 

Thr Cys Gly Ser His He Gly Val He Leu Ala Phe Ser Thr Pro Ala 

245 250 255 

Phe Phe Ser Phe Phe Thr His Cys Phe Gly His Asp He Pro Gin Tyr 

260 265 270 

He His He Phe Leu Ala Asn Leu Tyr Val Val Val Pro Pro Thr Leu 

275 280 285 

Asn Pro Val He Tyr Gly Val Arg Thr Lys His He Arg Glu Thr Val 

290 295 300 

Leu Arg He Phe Phe Lys Thr Asp His 
305 310 

<210> 1325 
<211> 328 
<212> PRT 

<213> Unknown (H3 8g242 protein) 
<220> 

<223> Synthetic construct 
<400> 1325 

Met His He Phe Lys Phe Val Leu Asp Phe Asn Met Lys Asn Val Thr 

15 10 15 

Glu Val Thr Leu Phe Val Leu Lys Gly Phe Thr Asp Asn Leu Glu Leu 
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20 25 30 





Thr 


lie Phe 




rne 


Leu 


Phe 


Leu 


»1 a 
Aid 


Tift 

lie 


Tyr 


Leu 


jrne 


i nr 


Leu 






35 








40 










A c. 










Gly Asn Leu 




Leu 


Tift 

ne 


Leu 


Val 


vai 


Tift 

lie 


Arg 


Asp 


Ser 


tjin 


Leu 




50 








O D 










ou 










nib 


Lys 


Pro Met 


Tyr 


Tyr 


rfie 


Leu 


Ser 


Met 


Leu 


oer 


Ser 


vai 


Asp 


Aia 


O 3 








/ u 










n c. 










q n 

OU 


i_ys 


Tyr 


Ser Ser 


Val 


Tie 

lie 


1 fix 


Pro 


Asn 


nee 


Leu 


vai 


Asp 


nUft 

Jrne 


i nr 


rpV-i •»- 

i nr 








O D 




















Q C 




Lys 


Asn 


Lys Val 


lie 


Ser 


rflc 


Leu Gly 


Cys 


1 

vai 


Al a 

Aia 


t»in 


vai 


nkft 

pne 


X ft » •• 

Leu 






100 










105 










11/1 

11U 






XA J. CI 


Cys 


Ser Phe 






x rii 


Glu 


Cys 


rne 


Leu 


Leu 


Aia 


Aia 


Met 


Aia 






115 








120 










12b 








Tyr 


Asp Arg Tyr 


Val 


Ala 


Tift 

lie 


Tyr 


Asn 


Pro 


T A** 

Leu 


T ft»» 

Leu 


Tyr 


Ser 


vai 


Ser 




130 








Ij D 










1 VI A 

14U 












Ser 


Pro Arg 


Val 


Tyr 


Mftf. 

weti 


Pro 


Leu 


t i ft 
lie 


Asn 


Ala 


ser 


Tyr 


vai 


Ala 


-L 4r O 








i en 










ICC 

lDD 










160 


v»iy 


lie 


Leu His 


Ala 


i nr 


lie 


His 


Thr 


vai 


Ala 


Thr 


Pne 


Ser 


Leu 


Ser 


















170 










175 




Phe 


Cys 


Gly Ala 


Asn 


olu 


Tift 

lie 


Arg Arg 


vai 


nkft 

pne 


Cys 


IV «~>ft 

ASp 


Tift 

lie 


Pro 


Pro 






180 










185 










190 






Leu 


Leu 


Ala He 




Tyr 


Ser 


Asp 


Thr 


HIS 


Thr 


Asn 


Gin 


Leu 


Leu 


Leu 






195 








200 










205 








Phe 


Tyr 


Phe Val 


Gly 


Ser 


He 


Glu 


Leu 


Val 


Thr 


He 


Leu 


He 


Val 


Leu 




210 








215 










220 










lie 


Ser 


Tyr Gly 


Leu 


He 


Leu 


Leu 


Ala 


He 


Leu 


Lys 


Met 


Tyr 


Ser 


Ala 


225 








230 










235 










240 


Glu Gly Arg Arg 


Lys 


Val 


Phe 


Ser 


Thr 


Cys 


Gly 


Ala 


His 


Leu 


Thr 


Gly 








2 45 










250 










255 




Val 


Ser 


He Tyr 


Tyr 


Gly Thr 


He 


Leu 


irne 


Mec 


Tyr 


T T-v 1 

val 


Arg 


Pro 


Ser 






260 










265 










270 






Ser 


Ser 


Tyr Ala 


Ser 


Asp 


His 


Asp 


Met 


lie 


Val 


Ser 


He 


Phe 


Tyr 


Thr 






275 








280 










285 








lie 


Val 


He Pro 


Leu 


Leu 


Asn 


Pro 


Val 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 




290 








295 










300 










Asp 


Val 


Lys Asp 


Ser 


Met 


Lys 


Lys 


Met 


Phe 


Gly 


Lys 


Asn 


Gin 


Val 


He 


305 








310 










315 










320 


Asn 


Lys 


Val Tyr 


Phe 


His 


Thr 


Lys 



















325 



<210> 1326 
<211> 329 
<212> PRT 

<213> Unknown (H38g243 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(329) 

<223> Xaa = Any Amino Acid 



<400> 1326 

Met Asn Gly Ala Asn Ser Ser Ser 

1 5 
Ser Gly Val Pro Gly Leu Glu Ala 
20 

Phe Cys Phe Met Tyr He He Val 

35 40 
Tyr Leu He Ser His Glu Glu Ala 
50 55 



Leu Thr Pro Arg Tyr Phe He Leu 

10 15 
Ala His He Trp He Ser Leu Pro 
25 30 
Val Leu Gly Asn Cys Gly Leu He 
45 

Leu His Gin Pro Thr Tyr Tyr Phe 
60 
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Leu Asp Leu Leu Ser Leu Thr Asp Val Thr Gly Cys Thr Ser Phe Val 
65 70 75 80 

Pro Asn Met Leu Cys lie Phe Trp Phe Gly Leu Lys Glu lie Asp Phe 

85 90 95 

Asn Ala Cys Leu Val Gin Met Phe Phe lie His Met Leu Thr Gly Met 

100 105 110 

Glu Ser Gly Ala Leu Met Leu Met Ala Leu Asp Arg Tyr Val Ala lie 

115 120 125 

Cys Tyr Pro Leu His Tyr Ser Thr lie Phe Thr Asn Thr Val lie Thr 

130 135 140 

Lys Val Gly Leu Val Thr Phe lie Gin Ser Val Leu Leu Met lie Pro 
145 150 155 160 
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<210> 1327 
<211> 301 
<212> PRT 

<213> Unknown (H38g244 protein) 
<220> . 

<223> Synthetic construct 



<221> VARIANT 

<222> (1) . . . (301) 

<223> Xaa = Any Amino Acid 
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<210> 1328 
<211> 324 
<212> PRT 

<213> Unknown (H38g245 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (324) 

<223> Xaa = Any Amino Acid 



<400> .1328 
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<210> 1329 
<211> 292 
<212> PRT 

<213> Unknown (H38g246 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(292) 

<223> Xaa = Any Amino Acid 

<400> 1329 
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<210> 1331 
<211> 168 
<212> PRT 

<213> Unknown (H38g248 protein) 
<220> 

<223> Synthetic construct 
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<210> 1332 
<211> 321 
<212> PRT 

<213> Unknown (H3 8g249 protein) 
<220> 

<223> Synthetic construct 
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He 


Leu 
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170 
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X I IX 
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\-y 
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Met 
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Ala 
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Glv 
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VOX 
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x yx 
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X -7 -J 
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^ VJ J 
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He 


Leu 




He 


Thr 


He 


Ser 


xy j. 


T 1 Vi 
X 11X 


Mpf 


He 


Leu 




91 ft 










215 










220 










•Arg 




VCt J. 


V d x 


Ser 


Leu 


Ser 


Ser 


Ala 


Asp Ala 


Arg 


Gin 


Lys 


Ala 


Phe 


225 










230 










235 










240 


R en 
noil 


X I IX 


w s 


Thr 


Ala 


His 


He 


Cys 


Ala 


He 


Val 


Phe 


Ser 


xyx 


Thr 


Pro 










245 










250 










255 
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r lit; 




Phe 


Phe 


Ser 


His 


Arcr 


Phe Gly 


Glu 


His 


He 


He 


Pro 








260 
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270 






Pr O 


Ser 


Owe: 


His 


He 


He 


Val 


Ala 


Asn 


He 


Tyr 
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Leu 
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Pro 


Pro 
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^ O J 








Thr 


Met 
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IT X t-» 


Tip 
lie 


Val 
v ex x 




vj iy 


Val 


Lys 


Thr 


Lys 


Vj XII 


Tip 

lie 


Arg Asp 




290 










■c*. J —> 










300 










Cys 


Val 


He 
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lie 




OCX 


V3 iy 


OCX 


Lys 


Asp 


Thr 


Lys 


Ser 


Tyr 


Ser 


305 










310 










315 










320 


Met 
































<210> 1333 




























<211> 315 




























<212> PRT 




























<213> Unknown (H38g250 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1333 




























Met 


Thr 


Thr 


His 


Arg 


Asn 


Asp 


Thr 


Leu 


Ser 


Thr 


UlU 


Aid 


oer 


Asp 


Phe 


1 








5 










10 










15 




Leu 


Leu 


Asn 


Cys 


Phe 


Val 


Arg 


Ser 


Pro 


Ser 


Trp 


UlXl 


nis 


Trp 


Leu 


Ser 








20 


























Leu 


Pro 


Leu 


Ser 


Leu 


Leu 


Phe 


Leu 


Leu 


n "1 _ 

Ala 


val 


oiy 


Ala 


Asn 


Thr 


Thr 






35 










40 










45 








Leu 


Leu 


Met 


Thr 


He 


Trp 


Leu 


Glu 


Ala 


Ser 


Leu 


His 


Gin 


Pro 


Leu 


Tyr 




50 










55 










60 










Tyr 


Leu 


Leu 


Ser 


Leu 


Leu 
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Leu 


Leu 


Asp 


He 


Val 

vai 


Leu 


Cys 


Leu 


Thr 


65 










70 










75 










80 


Val 


He 
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Lys 


Val 


Leu 


Thr 


He 


rile 


Trp 


Phe 


7\ en 


Leu 


Arg 


Pro 


He 










85 










90 










95 
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Phe 
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Ala 


Cys 


Phe 


Leu 


Gin 


Met 


Tyr 


He 


Met 


Asn 


Cys 


Phe 


Leu 








100 










105 










110 
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Met 
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Cys 


Thr 


Phe 


Met 
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Met 


Ala 


xyx 


Asp Arg 


Tyr Val 






115 










120 
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He 
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Leu 


Arg 


Tyr 


a X \J 
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He 


He 


Thr 


Asp 


His 


Phe 
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Val 
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Lys 
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Met 
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He 
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Asn 


Val 
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Met 


Thr 
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He 
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Leu 
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He 
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He 


Cys 


Ala 


Asn 


Met 


Ser 


Val 


Ser 


Arg 
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Ser 








180 










185 










190 
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Asp 


Asp 


Val 


Thr 


He 


Asn 


His 


Leu 


Tyr 


Gin 


Phe 


Ala 


Gly Gly Trp 






195 










200 










205 








Thr 


Leu 


Leu 


Gly 


Ser 


Asp 


Leu 


He 


Leu 


He 


Phe 


Leu 


Ser 


Tyr 


Thr 


Phe 




210 










215 










220 
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■lit: 


Lgu 


Arg 


7V "I -a 


V d _L 


Lsu 


A vet 


Leu 


Lys 


Ala 


Glu 


Gly Ala 


v a _l 


nld 


Lys 


225 










230 










235 












Ala 


LeU 




Thr 




v34- y 


Ser 


His 


Phe 


Met 


Lgu 


He 


Leu 


Phe 


Phf=* 
XT i ltr 


otri 










245 










250 










255 




Thr 


lie 


Leu 


Leu 


va JL 


XT lit? 


vol 


Xjeu 


Thr 


His 


Val 


Ala 


Lys 


Lys 


Lys 


Val 








260 










265 










270 






Ser 


Pro 


Asp 


Val 


Pro 


Val 
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Leu 


Asn 


Val 


Leu 


His 


His 


Val 


He 


Pro 






275 










280 










285 








Ala 


Ala 
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lie 


He 


Tyr 


Gly Val 


Arg 


Thr 


Gin 


Glu 


He 


Lys 




290 










295 










300 










Gin Gly 


Met 


Gin 


Arg 


Leu 


Leu 


Lys 


Lys 


Gly Cys 












305 










310 










315 













<210> 1334 
<211> 302 
<212> PRT 

<213> Unknown (H38g251 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(302) 

<223> Xaa = Any Amino Acid 



<400> 1334 

Leu Ser Ser Met Cys Leu Thr He Val Met His Cys Glu Phe Phe Leu 

15 10 15 

Met Asp Leu Thr Asp Asp Pro Gin Leu His Pro Thr Phe Ser Ala Leu 

20 25 30 

Phe Leu Pro He Tyr Val Val Met Val Met Ala Asn Leu Gly Leu Leu 

35 40 45 

Ala Phe He Val Val Ser Pro Gin Phe Leu Thr Pro Met Tyr Phe Phe 

50 55 60 

Leu Ser Asn Trp Ser Ser Val Asp Phe Cys Tyr Ser Ser Val Thr Val 
65 70 75 80 

Pro Lys He Ser Met Gly Phe Phe Ser Asp Cys Gin Val Phe Ser Phe 

85 90 95 

Ser Gly Cys Met Ala Gin Leu Ser Cys Phe Xaa He Phe Ala Asp Thr 

100 105 110 

Glu Phe Phe Leu Leu Ala Ser Met Val Tyr Tyr Arg Xaa Glu Ala Val 

115 120 125 

Cys Asn Pro Leu Leu Tyr His He Thr Met Ser Pro Lys Leu Cys Leu 

130 135 140 

Gin Leu Val Ala Thr Ser Met Asn Met Val Leu Pro Ser Ser Thr He 
145 150 155 160 

Phe His Leu He Phe Cys Lys Ser Arg Ala He He His Xaa Phe Cys 

165 170 175 

Tyr Phe Ser Pro Pro Pro Arg Leu Xaa Lys Leu Ser Cys Ser Asp Met 

180 185 190 

Gin Gly Leu Gin Leu Leu Thr Phe Ala Ser Ser Ser Phe Asn Val Ser 

195 200 205 

Val Ser Arg Thr He Phe Leu Val Ser Tyr Leu He Met Arg Met Pro 

210 215 220 

Ser Val Xaa Gly Lys His Cys Ala Ser His Leu Thr Ala Val Ser Leu 
225 230 235 240 

Cys Tyr Gly Thr Thr Val Phe Leu His Leu His Leu Ser Leu Lys Cys 

245 250 255 

Ser Pro Asp Arg Asp Met Leu Val Ser Val Leu His Ser Ala He Leu 

260 265 270 

Met Leu Asn Pro Met Val Gin Ser Leu Arg Asn Lys Asp Val Lys Lys 
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275 280 285 

Thr Phe Gly Thr Ser Ser Xaa Arg Phe Thr lie Pro Leu Leu 
290 295 300 

<210> 1335 
<211> 324 
<212> PRT 

<213> Unknown (H38g252 protein) 
<220> 

<223> Synthetic construct 



<400> 1335 



Met 


Pro 
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Trp 


He 
35 


Ser 


Leu 


Pro 


Leu 


Cys 
40 


Thr 


Met 


Tyr 


He 


He 
45 


Phe 


Leu 


Val 
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Leu 


Gly 


Leu 


Val 


Tyr 


Leu 


He 


Tyr 


Tyr 


Glu 


Glu 


Ser 


Leu 


His 




50 










55 










60 










His 


Pro 


Met 
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Phe 


Phe 
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Gly 


His 


Ala 
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He 


Asp 
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Val 
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Met 
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Met 
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115 










120 
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Leu 
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Ala 
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Thr 




130 
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He 


Ala 
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Leu 


Ala 


Thr 


Phe 
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150 
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Met 


He 
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Phe 


Pro 


Phe 


Leu 


Val 


Lys 


Arg 


Leu 


Pro 
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Ser 


Asn 


He 
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Ser 


His 


Thr 


Tyr 
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Met 


Ser 








180 
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Val 
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Lys 
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Ser 


Cys 


Ala 


Ser 
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He 
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Val 
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Val 
205 


He 
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Met 


Val 
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He 


Gly Val 
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He 


Cys 
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He 


Ser 
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Ser 
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Thr 
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He 
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Lys 
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Ala 


He 


Ser 
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Ser 


Ser 


Ser 


225 
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240 


Asp Ala Arg Gin 
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Ala 
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Ser 
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He 


Ser 


Ala 
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He 


He 


Thr 


Tyr Val 


Pro 


Ala 


Phe 


Phe 


Thr 


Phe 


Phe 
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Arg 
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270 






Phe Gly Gly His 
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He 


Pro 


Pro 


Ser 


Leu 


His 


He 


He 


Val 
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Asn 






275 










280 










285 
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Tyr 
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Leu 


Pro 


Pro 
295 


Thr 


Leu 


Asn 


Pro 


He 
300 


Val 


Tyr 


Gly 


Val 
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Thr 


Lys 


Gin 


He 


Arg 


Lys 


Ser 


Val 


He 


Lys 


Phe 


Phe 


Gin 


Gly 


Asp 


305 










310 










315 










320 



Lys Gly Ala Gly 



<210> 1336 
<211> 274 
<212> PRT 

<213> Unknown <H38g253 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> {!)... (274) 



<223> Xaa = 


Any 


Amino Acid 




















<400> 1336 
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Tyr 


Asp 
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Cys 


Glu 


Pro 


Leu 


Phe 


His 


Pro 


Phe 


Thr 






115 










120 
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Ser 


Leu 


Arg 


Leu 


Asn 


Ser 


Ala 


Phe 


Val 


Xaa 


Glu 


Lys 


Leu 


Tyr 


Leu 


Arg 




130 










135 










140 










Ala 


Phe 


Thr 


Ser 


Ala 


Leu 


Pro 


Ser 


Thr 


Leu 


Pro 


Phe 


His 


Leu 


Pro 


Phe 


145 










150 










155 










160 


Phe 


Asn 


Ser 


His 


Leu 


Cys 


Ser 


Leu 


Gin 


Xaa 


His 


Tyr 


Phe 


Leu 


Gly 


Gin 










165 










170 










175 




Val 


Val 


Leu 


Xaa 


Asn 


Met 


Thr 


Pro 


Asn 


Phe 


Lys 


Leu 


Pro 


Asp 


Phe 


Ser 








180 










185 










190 






Asn 


Ser 


Asn 


Val 


Asn 


Leu 


Val 


Ser 


Leu 


Cys 


Cys 


Pro 


Thr 


He 


Cys 


Cys 






195 










200 










205 
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He 


He 


Leu 
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Ser 
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Ser 


Ser 


His 
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Ser 


Glu 
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210 










215 










220 
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Leu 
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He 


He 


He 


Phe 
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Ser 
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<210> 1337 
<211> 315 
<212> PRT 

<213> Unknown (H38g254 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(315) 

<223> Xaa = Any Amino Acid 

<400> 1337 

Met Ser Ser Leu Asn Val Thr Glu Pro His Leu Ser Ser Phe Leu Leu 

15 10 15 

Leu Gly He Pro Gly Leu Glu Ala Ala Gin Arg Trp Leu Gly Phe Pro 
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20 25 30 
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Cys 
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225 
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305 310 315 



<210> 1338 
<211> 323 
<212> PRT 

<213> Unknown (H38g255 protein) 



<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(323) 

<223> Xaa = Any Amino Acid 



<400> 1338 

Val Glu Asn Ser Pro Met Val Thr 

1 5 
Asp Asn Ser Gin Leu Glu Val Leu 
20 

Tyr He He Thr Val Leu Glu Asn 

35 40 
Val Ser Ser Arg Leu His Thr Pro 

50 55 
Ser Phe Leu Asp Val Cys Phe Ser 
65 70 



Asp Phe He Phe Leu Gly Met Thr 

10 15 
Leu Phe Gly Val Phe Leu He Ala 
25 30 
Leu Gly Leu Val Val Leu He Arg 
45 

Met Tyr Phe Phe Leu Ser Asn Gin 
60 

Ser He Thr He Pro Gin Asn Leu 
75 80 
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Arg 
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Glu 


Glu 
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Pro 
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Ser 


Ser 


Leu Ser 


305 
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Xaa 
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Phe 
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Phe 


Pro 


Tyr 


90 










95 




Ala 


Ser 


Ala 


Glu 


Cys 
110 


Asn 


Phe 


Thr 


Ala 


He 


Cys 
125 


His 


Pro 


Leu 


His 


Tyr 


Leu 
140 


Phe 


Leu 


Val 


Ala 


Met 


Val 
155 


Thr 


Val 


Thr 


Thr 


Ser 
160 


Cys 


Val 


Leu 


Pro 


Ala 


Phe 


Phe 


170 










175 




Val 


Cys 


Ser 


Asp 


Pro 
190 


Trp 


He 


Gly Gly 


Phe 


Thr 


Leu 


Val 


Thr 








205 








Met 


Ser 


Ser 
220 


Leu 


Met 


Thr 


He 


Gin 


Arg 
235 


Ala 


Phe 


Ser 


Thr 


Cys 
240 


Tyr 


Tyr 


Glu 


Thr 


Thr 


Met 


Tyr 


250 










255 




Ser 


Gly 


Ala 


Gly 


Asn 
270 


Gin 


He 


Pro 


Met 


Leu 


Asn 
285 


Pro 


Leu 


He 


Val 


Ala 


Leu 
300 


Xaa 


Lys 


Thr 


Leu 


Val 


Ser 
315 


Lys 


Met 


Gin 


Asn 


He 
320 



<210> 1339 
<211> 311 
<212> PRT 

<213> Unknown (H3 8g256 protein) 
<220> 

<223> Synthetic construct 



<400> 1339 
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Asp 


Glu 


Lys 


Lys 
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Asp 
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Glu 
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Phe 
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Ala 


He 
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40 


Val 


Thr 


Val 


Gin 


Ala 


His 
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Ser 
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He 
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Gly 


Asp 


Phe 
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He 
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Glu 
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Val 
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He 


Cys 


Asn 


Pro 


Leu 


Arg 


Tyr 


Leu 




13 0 










135 




Leu 


Trp 


Leu 


Val 


Leu 


Ala 


Cys 


Trp 



Ser Asn Val Thr Glu Leu Val Leu 

10 15 
Leu Gin Leu Phe Leu Leu Leu Leu 
25 30 
Val Leu Gly Asn Leu Leu He Val 
45 

Leu Leu Gin Ser Pro Met Tyr Tyr 
60 

Asp Leu Cys Leu Ser Cys Val Thr 

75 80 
Leu Gin Gin Gly Lys Ser He Ser 

90 95 
Tyr Phe Leu His Phe Leu Gly Ala 
105 HO 
Met Ala Tyr Asp Arg Tyr Val Ala 
125 

lie lie Met Asn Pro Gin Leu Cys 
140 

Cys Gly Gly Phe He His Ser He 
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Met 
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Val 






275 










280 


He 


Tyr 


Thr 


Leu 


Arg 


Asn 


Ala 


Asp 




290 










295 




Arg 


He 


Lys 


Pro 


Cys 


Asp 


He 




305 










310 







155 160 
Leu Pro Phe Cys Gly Pro Asn Glu 

170 175 
Pro Gin Val He Lys Leu Ala Cys 
185 190 
Leu Met He Ala Asn Ser Gly Leu 
205 

Leu Leu Phe Ser Tyr Ala Val He 
220 

Gly Gin Gly Gin Asn Lys Phe Leu. 

235 240 
Val Val Ser Leu He Phe Met Pro 

250 255 
Phe Cys Ser Phe Ser Val Asp Lys 
265 270 
Met Thr Pro Met Leu Ser Pro Leu 
285 

Met Lys Thr Ala Met Lys Lys Leu 
300 



<210> 1340 
<211> 318 
<212> PRT 

<213> Unknown (H3 8g2 57 protein) 
<220> 

<223> Synthetic construct 



<400> 1340 
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Arg 


His 


Ala 
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He 


Gly 


Val 


Ala 


Ala 


Val 


145 
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Leu 


Pro 


Val 


Phe 


He 


Lys 


Gin 










165 








Leu 


Ser 


His 


Ser 


Tyr 


Cys 


Leu 


His 








180 










Asp 


Asp 


He 


Arg 


Val 


Asn 


Val 


Val 






195 










200 


Ala 


He 


Gly 


Leu 


Asp 


Ser 


Leu 


Leu 




210 










215 




Leu 


Lys 


Thr 


Val 


Leu 


Gly 


Leu 


Thr 


225 










230 







Glu 


Ser 
10 


Ser 


Ala 


Thr 


Tyr 


Phe 
15 


He 


Glu 


Ala 


Gin 


Phe 


Trp 


Leu 


Ala 


Phe 


25 










30 






Ala 


Val 


Leu 


Gly Asn 


Leu 


Thr 


He 










45 








Ser 


Leu 


His 


Glu 
60 


Pro 


Met 


Tyr 


He 


Asp 


He 


Leu 
75 


He 


Ser 


Thr 


Ser 


Ser 
80 


Trp 


Phe 
90 


Asn 


Ser 


Thr 


Thr 


He 
95 


Gin 


Phe 


Ala 


He 


His 


Ser 


Leu 


Ser Gly 


105 










110 






Met 


Ala 


Phe 


Asp 


Arg 
125 


Tyr 


Val 


Ala 


Thr 


Val 


Leu 


Thr 


Leu 


Pro Arg Val 








140 










Val 


Arg Gly 


Ala 


Ala 


Leu 


Met 


Ala 






155 










160 


Leu 


Pro 
170 


Phe 


Cys 


Arg 


Ser 


Asn 
175 


He 


Glri 


Asp 


Val 


Met 


Lys 


Leu 


Ala 


Cys 


185 










190 






Tyr 


Gly Leu 


He 


Val 


He 


He 


Ser 










205 








He 


Ser 


Phe 


Ser 
220 


Tyr 


Leu 


Leu 


He 


Arg 


Glu 


Ala 
235 


Gin 


Ala 


Lys 


Ala 


Phe 
240 
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Gly Thr Cys Val Ser His Val Cys 
245 

Phe lie Gly Leu Ser Met Val His 
260 

Pro Leu Pro Val lie Leu Ala Asn 
275 280 
Leu Asn Pro lie Val Tyr Gly Val 

290 295 
lie Leu Arg Leu Phe His Val Ala 
305 310 



Ala Val Phe lie Phe Tyr Val Pro 

250 255 
Arg Phe Ser Lys Arg Arg Asp Ser 
265 270 
lie Tyr Leu Leu Val Pro Pro Val 
285 

Lys Thr Lys Glu lie Arg Gin Arg 
300 

Thr His Ala Ser Glu Pro 
315 



<210> 1341 
<211> 320 
<212> PRT 

<213> Unknown <H38g258 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (320) 

<223> Xaa = Any Amino Acid 



<400> 1341 

Met Ser Ser Arg Leu Met Asn Val Phe Ser Met Glu Thr lie Asn Phe 

15 10 15 

Val Ser Cys Leu lie Leu Met Gly Phe Pro Ser Ser Pro Glu Met Gin 

20 25 30 

Leu Leu Tyr Phe Gly Leu Phe Ser Val Ala Tyr Thr Leu Thr Pro Met 

35 40 45 

Gly Asn Ala Ala lie Val Cys Ala Val Trp Xaa Asp Gin His Leu His 

50 55 60 

Thr Pro Met Tyr Thr Leu Leu Gly Asn Phe Ser Leu Leu Glu lie Trp 
65 70 75 80 

Tyr Val Thr Ala Thr Lys Leu Leu Ala Asn Phe Leu Ser Thr Ser Lys 

85 90 95 

Ser He Ser Phe Met Ser Cys Phe Ala Gin Phe Tyr Phe Phe Ser Leu 

100 105 110 

Gly Tyr Asp Glu Gly Phe Phe Leu Cys He Thr Ala Phe Asp Arg Tyr 

115 120 125 

Leu Ala He Cys Arg Pro Leu Arg Tyr Pro Cys He Met Thr Lys Gin 

130 135 140 

Val Cys Thr Gly Leu He He Phe Ala Trp Ser Cys Val Phe Val He 
145 150 155 160 

Phe Leu Thr Leu Val He Leu He Ser Gin Leu Ser Tyr Cys Gly Pro 

165 170 175 

Asn He He Asn His Phe He Cys Asp Pro Val Pro Leu Lys Met Leu 

180 185 190 

Ser Cys Ser Glu Asp He lie He Thr Gin Leu He Tyr Ser Thr Phe 

195 200 205 

Asn Ser Val Phe He He Gly Thr Phe Leu Phe He Leu Cys Ser Tyr 

210 215 220 

Ala Leu Val He Leu Ala He He Arg Met Pro Ser Glu Ala Gly Lys 
225 230 235 240 

Arg Lys Ala Phe Ser Thr Cys Ala Ser His Leu Ala Val Val Thr Leu 

245 250 255 

Phe Tyr Gly Ser He Met Val Met Tyr Val Ser Pro Gly Ser Ala His 

260 265 270 

Pro Ala Lys Asn Glu Lys He He Thr Leu Phe Phe Ser Val He Thr 

275 280 285 

Pro Leu Cys Asn Pro Leu He Tyr Ser Leu Arg Asn Lys Glu Met Lys 
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290 295 300 

Asp Tyr Leu Arg Lys lie Phe Arg Thr Gly Lys Asp Val Asn Lys lie 
305 310 315 320 

<210> 1342 
<211> 309 
<212> PRT 

<213> Unknown (H3 8g259 protein) 
<220> 

<223> Synthetic construct 



<400> 1342 
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195 










200 










205 








Leu 


Ser 


Tyr 


Phe 


Tyr 


He 


He 


Thr 


His 
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Trp 
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He 
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<210> 1343 
<211> 331 
<212> PRT 

<213> Unknown (H38g260 protein) 
<220> 

<223> Synthetic construct 
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<221> VARIANT 

<222> (1) . - . (331) 

<223> Xaa - Any Amino Acid 



<400> 1343 
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Cys 


Asp 
180 


Val 


Arg 


Gin 


Val 


He 
185 
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<210> 1344 
<211> 315 
<212> PRT 

<213> Unknown (H3 8g261 protein) 
<220> 

<223> Synthetic construct 
<400> 1344 

Met Glu He Val Ser Thr Gly Asn Glu Thr He Thr Glu Phe Val Leu 

15 10 15 

Leu Gly Phe Tyr Asp He Pro Glu Leu His Phe Leu Phe Phe He Val 
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Pro 


Leu 


Phe 


Asn 


Pro 




275 










280 










285 








Val 


He 


Tyr 


Thr 


Met 


Arg 


Asn 


Lys 


Glu 


Val 


His 


Gin 


Ala 


Leu 


Arg 


Lys 




290 










295 










300 










lie 


Leu 


Cys 


He 


Lys 


Gin 


Thr 


Glu 


Thr 


Leu 


Asp 
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<210> 1345 
<211> 312 
<212> PRT 

<213> Unknown (H38g262 protein) 
<220> 

<223> Synthetic construct 



<400> 1345 



Met 


Ser 


Ala 


Asn 


Thr 


Ser 


Met 


Val 


Thr 


Glu 


Phe 


Leu 


Leu 


Leu 


Gly 


Phe 


1 








5 










10 










15 




Ser 


His 


Leu 


Ala 
20 


Asp 


Leu 


Gin 


Gly 


Leu 
25 


Leu 


Phe 


Ser 


Val 


Phe 
30 


Leu 


Thr 


He 


Tyr 


Leu 
35 


Leu 


Thr 


Val 


Ala 


Gly 
40 


Asn 


Phe 


Leu 


He 


Val 
45 


Val 


Leu 


Val 


Ser 


Thr 
50 


Asp 


Ala 


Ala 


Leu 


Gin 
55 


Ser 


Pro 


Met 


Tyr 


Phe 
60 


Phe 


Leu 


Arg 


Thr 


Leu 


Ser 


Ala 


Leu 


Glu 


He 


Gly 


Tyr 


Thr 


Ser 


Val 


Thr 


Val 


Pro 


Leu 


Leu 


65 










70 










75 










80 


Leu 


His 


His 


Leu 


Leu 


Thr 


Gly 


Arg 


Arg 


His 


He 


Ser 


Arg 


Ser 


Gly Cys 










85 










90 










95 




Ala 


Leu 


Gin 


Met 


Phe 


Phe 


Phe 


Leu 


Phe 


Phe Gly Ala 


Thr 


Glu 


Cys 


Cys 








100 










105 










110 
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Leu 


Leu 


Ala 
115 


Ala 


Met 


Ala 


Tyr 


Asp 
120 


Arg 


Tyr 


Ala 


Ala 


He 
125 


Cys 


Glu 


Pro 


Leu 


Arg 


Tyr 


Pro 


Leu 


Leu 


Leu 


Ser 


His 


Arg 


Val 


Cys 


Leu 


Gin 


Leu 


Ala 




130 








135 










140 










Gly 


Ser 


Ala 


Trp 


Ala 


Cys 


Gly 


Val 


Leu 


val 


Gly 


Leu 


Gly 


His 


Thr 


Pro 


145 










150 










155 










160 


Phe 


He 


Phe 


Ser 


Leu 
165 


Pro 


Phe 


Cys 


Gly 


Pro 
170 


Asn 


Thr 


He 


Pro 


Gin 
175 


Phe 


Phe 


Cys 


Glu 


He 


Gin 


Pro 


Val 


Leu 


Gin 


Leu 


Val 


Cys 


Gly 


Asp 


Thr 


Ser 






180 










185 










190 






Leu 


Asn 


Glu 
195 


Leu 


Gin 


He 


He 


Leu 
200 


Ala 


Thr 


Ala 


Leu 


Leu 
205 


He 


Leu 


Cys 


Pro 


Phe 


Gly Leu 


He 


Leu 


Gly 


Ser 


Tyr 


Gly 


Arg 


He 


Leu 


Val 


Thr 


He 




210 










215 










220 










Phe 


Arg 


He 


Pro 


Ser 


Val 


Ala 


Gly 


Arg 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ser 


Ser 


His 


Leu 


He 
245 


Val 


Val 


Ser 


Leu 


Phe 
250 


Tyr 


Gly 


Thr 


Ala 


Leu 

255 


Phe 


He 


Tyr 


He 


Arg 
260 


Pro 


Lys 


Ala 


Ser 


Tyr 
265 


Asp 


Pro 


Ala 


Thr 


Asp 
270 


Pro 


Leu 


Val 


Ser 


Leu 
275 


Phe 


Tyr 


Ala 


Val 


Val 
280 


Thr 


Pro 


He 


Leu 


Asn 
285 


Pro 


He 


He 


Tyr 


Ser 


Leu 


Arg Asn 


Thr 


Glu 


Val 


Lys 


Ala 


Ala 


Leu 


Lys 


Arg 


Thr 


He 




290 










295 










300 










Gin 


Lys 


Thr 


Val 


Pro 


Met 


Glu 


He 



















305 310 

<210> 1346 
<211> 316 
<212> PRT 

<213> Unknown (H3 8g263 protein) 
<220> 

<223> Synthetic construct 
<400> 1346 

Met Val Asn Gin Ser Ser Pro 

1 5 
Glu His Pro Ala Leu Glu Arg 
20 

Tyr Leu Leu Thr Leu Val Gly 
35 

Leu Tyr Pro Arg Leu His Ser 

50 55 
Ser Phe Leu Asp Leu Cys Phe 
65 70 
Val Asn Leu Trp Gly Pro Lys 
85 

Val Gin Leu Phe He Phe Leu 
100 

Leu Thr Val Met Ala Phe Asp 
115 

His Tyr Ala Thr He He His 
130 135 
Val Ala Trp Val Met Ser Leu 
145 150 
Thr Leu His Leu Pro Phe Cys 
165 

Cys Glu Val Pro Ser Leu He 
180 

Asn Glu He Gin Leu Ala Val 



Met Gly Phe Leu Leu Leu Gly Phe Ser 

10 15 
Thr Leu Phe Val Val Val Phe Thr Ser 

25 30 
Asn Thr Leu He He Leu Leu Ser Val 
40 45 
Pro Met Tyr Phe Phe Leu Ser Asp Leu 
60 

Thr Thr Ser Cys Val Pro Gin Met Leu 

75 80 
Lys Thr He Ser Phe Leu Gly Cys Ser 

90 95 
Ser Leu Gly Thr Thr Glu Cys He Leu 

105 110 
Arg Tyr Val Ala Val Cys Gin Pro Leu 
120 125 
Pro Arg Leu Cys Trp Gin Leu Ala Ser 
140 

Val Gin Ser He Val Gin Thr Pro Ser 
155 160 
Pro His Gin Gin He Asp Asp Phe Leu 

170 175 
Arg Leu Ser Cys Gly Asp Thr Ser Tyr 

185 190 
Ser Ser Val He Phe Val Val Val Pro 
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1 








200 




205 






Leu 


Ser 


Leu 


1 ie 


Leu 


Ala 


Ser Tyr Gly Ala Thr 


Ala 


Gin Ala 

01.11 nl« 


wax 


Leu 














215 


220 








Arg 


lie 


Asn 


Ser 


Ala 


Thr 


Ala Trp Arg Lys Ala 


Phe 


Glv Thr 


v~ _y 0 


Ser 


one 
Z ZD 










230 


235 








240 


ber 


HIS 


Leu 


1 nr 


Val 


Val 


Thr Leu Phe Tyr Ser 


Ser 


Val He 


Ala 


Val 










245 




250 






255 




Tyr 


Leu 


Gin 


Pro 


Lys Asn Pro Tyr Ala Gin Gly Arg 


Gly Lys 


Phe 


Phe 








260 






265 




270 






Gly 


Leu 


Phe 


Tyr 


Ala 


Val 


Gly Thr Pro Ser Leu 


Asn 


Pro Leu 


Val 


Tyr 






275 








280 




285 






Thr 


Leu 


Arg 


Asn 


Lys 


Glu 


He Lys Arg Ala Leu 


Arg 


Arg Leu 


Leu 


Gly 




290 










295 


300 








Lys 


Glu 


Arg 


Asp 


Ser 


Arg 


Glu Ser Trp Arg Ala 


Ala 
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<210> 1347 
<211> 318 
<212> PRT 

<213> Unknown (H3 8g2 64 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (318) 

<223> Xaa = Any Amino Acid 



<400> 1347 



Met 


Lys 


Ser 


Glu 


Leu 


Asn 


Arg 


Asn 


Tyr 


Ser 


Glu 


Val 


Thr 


Glu 


Phe 


He 


1 








5 










10 










15 




Leu 


Leu 


Gly 


Phe 
20 


Arg 


Thr 


Ser 


Pro 


Glu 
25 


Ala 


Gin 


He 


Leu 


Leu 
30 


Phe 


Phe 


Leu 


Phe 


Leu 
35 


Leu 


He 


Tyr 


Met 


Val 
40 


He 


Val 


Leu 


Arg 


Asn 
45 


Leu 


Ser 


Met 


Leu 


Val 


Val 


He 


Glu 


He 


Asp 


Ser Arg 


Leu 


His 


Thr 


Pro 


Val 


Tyr 


Phe 




50 










55 










60 










Phe 


Leu 


Arg 


Asn 


Leu 


Ser 


Tyr 


Leu 


Asp 


Leu 


Arg 


Tyr 


Ser 


Thr 


Val 


He 


65 










70 










75 










80 


Ala 


Pro 


Lys 


Leu 


Thr 
85 


Thr 


Leu 


Phe 


Ser 


Lys 
90 


Glu 


Lys 


Lys 


He 


Ser 
95 


Tyr 


Asn 


Gly 


Xaa 


Ala 
100 


Thr 


Gin 


Leu 


Phe 


Phe 
105 


Phe 


Ala 


Leu 


Phe 


Val 
110 


Gly 


Thr 


Glu 


Gly 


Phe 
115 


Phe 


Leu 


Asp 


Met 


Met 
120 


Ala 


Tyr 


Asp 


Arg 


Phe 
125 


Ser 


Ala 


He 


Cys 


Ser 


Pro 


Phe 


Phe 


Tyr 


Thr 


Val 


Gys 


Met 


Ser 


Gin 


Gin Ala 


Cys 


Val 




130 










135 










140 










Cys 


Leu 


Val 


Val 


Gly 


Ser 


Ser 


He 


Cys 


Gly Cys 


He 


Asn 


Ser 


Met 


He 


145 










150 










155 










160 


Gin 


Thr 


Gly 


Phe 


Thr 
165 


Phe 


Ser 


Leu 


His 


Phe 
170 


Cys 


Gly 


Glu 


Asn 


Arg 
175 


Leu 


Glu 


His 


Phe 


Phe 
180 


Cys 


Asp 


Val 


Ser 


Val 
185 


Met 


He 


Lys 


He 


Ser 
190 


Cys 


He 


Asp 


He 


Leu 
195 


Val 


Asn 


Glu 


Val 


Val 
200 


Leu 


Phe 


He 


Leu 


Ser 
205 


Ala 


Leu 


He 


Thr 


Thr 
210 


Thr 


Thr 


Thr 


Val 


He 
215 


Leu 


Ala 


Ser 


Tyr 


Val 
220 


His 


He 


Leu 


Ser 


Thr 


Val 


Leu 


Lys 


He 


Leu 


Ser 


Thr 


His 


Gly Arg 


Arg 


Lys 


Thr 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Ser 


Ser 


His 


He 


Thr 


Val 


Val 


Ser 


Leu 


Phe 


Tyr Gly Thr 


Val 










245 










250 










255 
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Phe Phe 


Met 


Tyr Ala 


Gin 


Pro Gly 


Ala 


He 


Pro 


Lys 


Ser 


Lys 


Val 


He 






260 








265 










270 






Val Val 


Phe 


Aaa inr 


Leu 


Val 


lie 


Pro 


Mot- 

Met 


Leu 


Asn 


inr 


Leu 


lie 


Tyr 




275 








Z O U 










Z O D 








Ser Leu 


Arg 


Asn Lys 


v ax 


Gin 


Asn 


AT a 
/\_L a 


Leu 


Lys 


Arg 


Tyr 


lie 


ASp 


Lys 


290 








295 










300 










Lys Asn 


He 


Phe His 


Trp 


Pro 


Leu 


Ala 


He 


Tyr 


Lys 


Thr 


He 
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310 










-lie 
J ID 












<210> 1348 


























<211> 177 


























<212> PRT 


























<213> Unknown (H38g265 protein) 


















<220> 




























<223> Synthetic construct 




















<400> 1348 


























Met Ser 


Pro 


Arg Met 


Cys 


Leu 


Ser 


irne 


Leu 


Ala 


Val 


Ala 


Trp 


Thr 


Leu 


1 




5 










10 










1 D 




Gly Val 


Ser 


His Ser 


Leu 


Phe 


Gin 


Leu 


Ala 


Phe 


Leu 


vai 


Asn 


Leu 


Pro 






20 








Z 3 
















Phe Cys 


Gly 


Pro Asn 


Val 


Leu 


Asp 


Ser 


Phe 


Tyr Cys 


ASp 


Leu 


Pro 


Arg 




35 








40 


















Leu Leu 


Arg 


Leu Ala 


Cys 


Thr 


Asp 


inr 


Tyr 


Arg 


Leu 


Gin 


Pne 


Met 


Val 


50 








55 










60 










Thr Val 


Asn 


Ser Gly 


Phe 


He 


Cys 


val 


Gly Thr 


Phe 


Pne 


lie 


Leu 


Leu 


65 






70 










75 










80 


lie Ser 


Tyr 


He Phe 


He 


Leu 


Phe 


Thr 


Val 


Trp 


Lys 


His 


Ser 


Ser 


Gly 






85 










90 










y z> 




Gly Ser 


Ser 


Lys Ala 


Leu 


Ser 


Thr 


Leu 


Ser 


Ala 


His 


Ser 


Thr 


Ala 


Val 






100 








1UD 










111) 






Leu Leu 


Phe 


Phe Gly 


Pro 


Pro 


Met 


Pne 


Val 


Tyr 


Thr 


Trp 


Pro 


His 


Pro 




115 








120 










125 








Asn Ser 


Gin 


Met Asp 


Lys 


Phe 


Leu 


Ala 


He 


Phe 


Asp 


Ala 


Val 


Leu 


Thr 


130 








135 










140 










Pro Phe 


Leu 


Asn Pro 


Val 


Val 


Tyr 


Thr 


Phe 


Arg 


Asn 


Lys 


Glu 


Met 


Lys 


145 






150 










155 










160 


Ala Ala 


He 


Lys Arg 


Val 


Cys 


Lys 


Gin 


Leu 


Val 


He 


Tyr 


Lys 


Lys 


He 






165 










170 










175 




Ser 





























<210> 1349 
<211> 322 
<212> PRT 

<213> Unknown (H3 8g266 protein) 
<220> 

<223> Synthetic construct 
<400> 1349 



Met 


Glu 


Ala 


Glu 


Asn 


Leu 


Thr 


Glu 


Leu 


Ser 




Phe 


Leu 


Leu 


Leu Gly 


1 








5 










10 










15 




Leu 


Ser 


Met 


He 
20 


Leu 


Asn 


Cys 


Ser 


Pro 
25 


Phe 


Leu 


Phe 


Gly 


Leu 
30 


Phe 


Leu 


Ser 


Met 


Tyr 


Leu 


Val 


Thr 


Val 


Leu 


Gly Asn 


Leu 


Leu 


He 


He 


Leu 


Ala 






35 










40 










45 








Val 


Ser 
50 


Ser 


Asp 


Ser 


His 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Phe 


Val 


Asp 


He 


Cys 


Phe 


He 


Ser 


Thr 


Thr 


Val 


Pro 


Lys 
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65 










70 










75 








80 


Met 


Leu 


Val 


Ser 


lie 


Gin 


Ala 




Ser 


Lys 


Asp 


He 


Ser 


Tyr Met 


Gly 










85 










90 








95 




V— Jf O 


T .oil 


X 4 IX 


Gin 


Val 


Tyr 


Php 


Leu 


Met 


Met 


Phe 


Ala 


Gly Met Asp 


Thr 








100 










105 










110 




Phe 


T .on 


Leu 


Ala 


Val 


Met 


Ala 






Arg 


Phe 


Val 


Ala 


He Cys 


His 






115 










120 










125 






Pro 


ii€U 


His 


Tyr Thr Val 


He 


Met 


Asn 


Pro Cys 


Leu 


Cys Gly Leu Leu 




1 J u 










135 










140 








Val 




Ala 


Ser 


Trp 


lr lie 


He 


He 


Phe 


Trp 


rile 


Ser 


Leu 


Val His 


He 


145 










1 jU 










1 ^ 
j. _ ) _) 








160 


Leu 


Leu 


Met 


Lys 


Arg 


Leu 


Thr 


Phe 


Ser 


Thr 


CZ~\ vr 


Thr 


Glu 


He Pro 


His 










165 










170 








175 




Phe 


lilt: 




Glu 


Pro 


Ala 


m n 


Val 


Leu 


Lys 


vai 


Ala 


Cys 


Ser Asn 


Thr 








180 










185 










190 




Leu 




Aso 


As 11 


He 


vai 


Leu 




Val 


Ala 


i nr 


Ala 


Leu 


Leu Gly Val 
















\J \J 










205 








Pro 


Val 


Ala Gly 


He 


Leu 




Ser 


Tyr 


Ser 


oixi 


He 


Val Ser 


Ser 
























\J 








Leu 


Mot- 


Hi 


Met 


Ser 


Ser 


1 111 


Lys 


Gly Lys 


Tyr 


Lys 


Ala 


Phe Ser 


Thr 


<€» A J 










230 










235 








240 


Cys 


V3 iy 


Ser 


His 


Leu 


Cys 


vai. 


val 


Ser 


Leu 


Phe 


*yi 


Gly Thr Gly Leu 










245 










250 








255 




rsi 
oiy 


Val 


Tyr 


Leu 


Ser 


Ser 


Ala 


Val 


Thr 


His 


Ser 


Ser 


Gin 


Ser Ser 


Ser 








260 










265 










270 




Thr 


Ala 


Ser 


Val 


Met 


Tyr 


Ala 


Met 


Val 


Thr 


Pro 


Met 


Leu 


Asn Pro 


Phe 






275 










280 










285 






lie 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Gly 


Ala 


Leu 


Glu Arg 


Leu 




290 










295 










300 








Leu 


Ser 


Arg 


Ala 


Asp 


Ser 


Cys 


Pro 


Leu 


Thr 


Asn 


Gin 


Gly Leu Arg 


Thr 


305 










310 










315 








320 


Lys 


Arg 





























<210> 1350 
<211> 322 
<212> PRT 

<213> Unknown {H38g267 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (322) 

<223> Xaa = Any Amino Acid 



<400> 1350 



Tyr 


Thr 


Glu 


Pro 


Glu 


Asn 


Leu 


Thr 


Gly Val 


Leu 


Glu 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Leu 


Pro 


Asp 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Phe 


Gly Leu 


Phe 








20 










25 










30 






Leu 


Ser 


Met 
35 


Tyr 


Leu 


Val 


Met 


Val 
40 


Leu 


Gly 


Asn 


Leu 


Leu 
45 


He 


He 


Leu 


Ala 


Val 
50 


Ser 


Ser 


Asp 


Ser 


His 
55 


Leu 


His 


Ser 


Pro 


Met 
60 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Leu 


Ala 


Asp 


He 


Gly 


Phe 


Ala 


Ser 


Thr 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


He 


Val 


Asp 
85 


He 


Gin 


Ala 


His 


Ser 
90 


Arg 


Leu 


He 


Ser 


Tyr 
95 


Val 


Gly 


Cys 


Leu 


Thr 
100 


Gin 


Met 


Ser 


Phe 


Leu 
105 


He 


Phe 


Phe 


Ala 


Cys 
110 


Met 


Glu 
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Ser Leu Leu Leu lie Val Met Ala Tyr Asp Arg Phe Val Ala lie Cys 

115 120 125 

His Pro Leu His Tyr Gin Val lie Met Ser Pro Arg Leu Cys Gly Phe 

130 135 140 

Leu Val Leu Val Ser Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His 
145 150 155 . 160 

Asn Leu lie Val Leu Gin Leu Thr Cys Phe Asn Asp Val Glu lie Ser 

165 170 175 

Asn Phe Phe Cys Asp Pro Ser Xaa Leu Leu Lys Leu Ala Cys Ser Asp 

180 185 190 

Thr Ser lie Asn Asn Met Val Val Tyr Phe lie Gly Ala lie Phe Gly 

195 200 205 

Phe Leu Pro Leu Leu Gly He Leu Phe Ser Tyr Tyr Lys He Val Ser 

210 215 220 

Ser He Leu Arg Val Leu Ser Ser Gly Gly Lys Tyr Lys Ala Phe Ser 
225 230 235 240 

Thr Cys Ser Ser His Leu Ser Val Val Cys Leu Leu Tyr Gly Thr Ala 

245 250 255 

Leu Gly Gly Tyr Leu Ser Ser Ala Val Ser Leu Ser Ser Arg Lys Gly 

260 265 270 

Ala Val Ala Ser Val Met Tyr Met Val Val Thr Pro Met Leu Asn Pro 

275 280 285 

Phe He Tyr Ser Leu Arg Asn Arg Asp He Gin Ser Ala Leu Gin Arg 

290 295 300 

Leu His Gly Arg He Met Xaa Ser Pro Tyr Leu Leu His Leu Phe Cys 
305 310 315 320 

Ser He 



<210> 1351 
<211> 308 
<212> PRT 

<213> Unknown (H38g268 protein) 
<220> 

<223> Synthetic construct 



<400> 1351 



Met 


Arg 


Gin 


He 


Asn 


Gin 


Thr 


Gin 


1 








5 








Leu 


Ser 


Asp 


Gly 
20 


Pro 


His 


Thr 


Glu 


Gly 


Val 


Tyr 
35 


Leu 


Val 


Thr 


Val 


Leu 
40 


Val 


His 
50 


Val 


Asp 


Ser 


Gin 


Leu 

55 


His 


Asn 


Leu 


Ser 


Leu 


Ala 


Asp 


Leu 


Cys 


65 










70 






Ala 


Leu 


Val 


His 


Leu 
85 


Leu 


Ser 


Arg 


Cys 


Ala 


Ala 


Arg 
100 


Leu 


Leu 


Phe 


Phe 


Ala 


Leu 


Leu 
115 


Ala 


Val 


Met 


Ser 


Tyr 
120 


Pro 


Leu 
130 


Arg 


Tyr 


Pro 


Asp 


He 
135 


Met 


Ala 


Thr 


Gly 


Ser 


Trp 


Thr 


Ser 


Gly 


145 










150 






Thr 


Phe 


Thr 


Leu 


Arg 
165 


Leu 


Pro 


Tyr 


Phe 


Phe 


Cys 


Glu 


Ala 


Pro 


Ala 


Leu 



Val 


Thr 


Glu 


Phe 


Leu 


Leu 


Leu 


Gly 




10 










15 




Gin 


Leu 


Leu 


Phe 


He 


Val 


Leu 


Leu 


25 










30 






Gly 


Asn 


Leu 


Leu 


Leu 


He 


Ser 


Leu 










45 








Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Cys 








60 










Phe 


Ser 


Thr 


Asn 


He 


Val 


Pro 


Gin 






75 










80 


Lys 


Lys 


Val 


He 


Ala 


Phe 


Thr 


Leu 




90 










95 




Leu 


He 


Phe 
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<213> Unknown (H38g272 protein) 
<220> 

<223> Synthetic construct 
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<212> PRT 

<213> Unknown (H38g273 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (327) 

<223> Xaa = Any Amino Acid 
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Leu Leu Leu Thr Val Met Ala Tyr Asp Arg Phe Val Ala Val Cys His 

115 120 125 

Pro Leu His Tyr Met lie lie Met Asn Pro His Leu Cys Gly Leu Leu 

130 135 140 

Val Phe Val Thr Trp Leu lie Gly Val Met Thr Ser Leu Leu His lie 
145 150 155 160 

Ser Leu Met Met His Leu lie Phe Cys Lys Asp Phe Glu lie Pro His 

165 170 175 

Phe Phe Cys Glu Leu Thr Tyr lie Leu Gin Leu Ala Cys Ser Asp Thr 

180 185 190 

Phe Leu Asn Ser Thr Leu lie Tyr Phe Met Thr Gly Val Leu Gly Val 

195 200 205 

Phe Pro Leu Leu Gly lie lie Phe Ser Tyr Ser Arg lie Ala Ser Ser 

210 215 220 

lie Arg Lys Met Ser Ser Ser Gly Gly Lys Gin Lys Ala Leu Ser Thr 
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Cys Gly Ser His Leu Ser Val Val Ser Leu Phe Tyr Gly Thr Gly lie 

245 250 255 
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275 280 285 

lie Tyr Ser Leu Arg Asn Lys Asp Val Lys Gly Ala Leu Gly Ser Leu 

290 295 300 
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305 310 



<210> 1358 
<211> 320 
<212> PRT 

<213> Unknown (H38g275 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (320) 

<223> Xaa = Any Amino Acid 



<400> 1358 
























Met 


Thr 


Ala 


Cys 


Asn 


Ala 


Ser 


Gin Gly His Pro 


Ser 


Phe 


Phe 


He 


Leu 


1 








5 








10 








15 




Gin 


Gly 


He 


Pro 


Gly Met 


Glu 


Asp 


Lys His Arg 


Trp 


He 


Ser 


He 


Pro 








20 










25 






30 






Phe 


Ser 


Ser 


Met 


Tyr 


Phe 


He 


Met 


Val Leu Gly Asn 


Cys 


Thr 


He 


Leu 






35 










40 






45 








Leu 


Thr 


He 


Ser 


Thr 


Glu 


Arg 


Ser 


Leu His Lys 


Pro 


Met 


Phe 


Leu 


Leu 




50 










55 






60 










Leu 


Cys 


Leu 


Leu 


Ala 


Leu 


Thr 


Asp 


Leu Gly Met 


Ser 


Thr 


Thr 


Thr 


He 


65 










70 






75 










80 


Pro 


Lys 


Val 


Leu 


Cys 


He 


Phe 


Trp 


Phe Gly Gin 


Ser 


Glu 


He 


Ser 


Tyr 










85 








90 








95 




Glu 


Gly Cys 


Leu 


Val 


Gin 


Leu 


Phe 


Phe He His 


Ser 


He 


Ser 


Ala 


Met 








100 










105 






110 






Gin 


Ser 


Ala 


Val 


Leu 


Met 


Thr 


Met 


Ala Phe Asp 


His 


Tyr 


Val 


Ala 


He 






115 










120 






125 








Cys 


Lys 


Pro 


Leu 


Arg 


Tyr 


Ala 


Thr 


He Leu Ser 


Asn 


Ser 


Cys 


Thr 


Gly 




130 










135 






140 










Leu 


He 


Gly Leu 


Val 


Ser 


Leu 


Val 


Arg Ala He 


Leu 


Phe 


He 


Leu 


Pro 


145 










150 






155 










160 


Met 


Pro 


He 


Leu 


Leu 


Gin 


Gin 


Met 


Pro Tyr His 


Ala 


Asn 


Arg 


Val 


He 



665 



BNSOOCia <WO 0127158A2_L> 



WO 01/27158 



PCT/US00/27582 



165 170 175 



Pro 


Thr 


Thr 


Ser 
180 


Cys 


Glu 


His 


Met 


Ala 
185 


Val 


Val 


Lys 


Met 


Val 
190 


Cys 


Val 


Asp 


Thr 


Thr 


Val 


Asn 


Arg 


He 


Tyr 


Gly Leu 


Val 


Val 


Ala 


Leu 


Leu 


Val 






Jl. J -) 










900 










205 








Ala 


910 

JL \J 






Leu 


Ser 


Ala 
215 


He 


Ala 


Car 


Ser 


220 


Val 


Leu 


lie 


He 


Gin 


Ala 


lie 


Met 


His 


Leu 


Ser 


Ser 


Lys 


Vj J. U 


Ala 


His 


His 


Lys Ala 


Val 


225 










910 










235 










240 


As n 


Thr 




Thr 


Thr 

9 

Zt *± ^> 


His 


He 


Cys 


Val 


Met 
250 


Leu 


He 


Ser 


Tyr 


Thr 
255 


Pro 


Ser 


Leu 


Phe 


Ser 
260 


Phe 


Leu 


Ala 


His 


Arg 
265 


Phe 


Gly 


Gin 


Gly 


He 
270 


Pro 


Pro 


His 


Val 


His 


lie 


He 


Leu 


Gly Asn Leu 


Tyr 


Phe 


Leu 


Val 


Pro 


Pro 


Met 






275 










280 










285 








Leu 


Ser 


Pro 


He 


He 


Tyr 


Gly Val 


Lys 


Thr 


Lys 


Glu 


Phe 


Trp Asp 


Lys 




290 










295 










300 










Val 


Thr 


Lys 


Xaa 


Val 


Ala Gly Lys 


Lys 


Asn 


Pro 


Gin 


Pro 


Leu 


Thr 


Met 


305 










310 










315 










320 



<210> 1359 
<211> 316 
<212> PRT 

<213> Unknown (H38g276 protein) 
<220> 

<223> Synthetic construct 
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Phe Met Tyr Val Leu Pro Ser Ser Phe His Ser Thr Arg Gin Asp Asn 

260 265 270 

lie lie Ser Val Phe Tyr Thr lie Val Thr Pro Ala Leu Asn Pro Leu 

275 280 285 

lie Tyr Ser Leu Arg Asn Lys Glu Val Met Arg Ala Leu Arg Arg Val 

290 295 300 

Leu Gly Lys Tyr Met Leu Pro Ala His Ser Thr Leu 
305 310 315 

<210> 1360 
<211> 312 
<212> PRT 

<213> Unknown (H38g277 protein) 
<220> 

<223> Synthetic construct 
<400> 1360 

Met Lys Ala Gly Asn Phe Ser Asp Thr Pro Glu Phe Phe Leu Leu Gly 

15 10 15 

Leu Ser Gly Asp Pro Glu Leu Gin Pro lie Leu Phe Met Leu Phe Leu 

20 25 30 

Ser Met Tyr Leu Ala Thr Met Leu Gly Asn Leu Leu lie lie Leu Ala 

35 40 45 

Val Asn Ser Asp Ser His Leu His Thr Pro Met Tyr Phe Leu Leu Ser 

50 55 60 

lie Leu Ser Leu Val Asp lie Cys Phe Thr Ser Thr Thr Met Pro Lys 
65 70 75 80 

Met Leu Val Asn lie Gin Ala Gin Ala Gin Ser lie Asn Tyr Thr Gly 

85 90 95 

Cys Leu Thr Gin lie Cys Phe Val Leu Val Phe Val Gly Leu Glu Asn 

100 105 110 

Gly lie Leu Val Met Met Ala Tyr Asp Arg Phe Val Ala lie Cys His 

115 120 125 

Pro Leu Arg Tyr Asn Val He Met Asn Pro Lys Leu Cys Gly Leu Leu 

130 135 140 

Leu Leu Leu Ser Phe He Val Ser Val Leu Asp Ala Leu Leu His Thr 
145 150 155 160 

Leu Met Val Leu Gin Leu Thr Phe Cys He Asp Leu Glu He Pro His 

165 170 175 

Phe Phe Cys Glu Leu Ala His He Leu Lys Leu Ala Cys Ser Asp Val 

180 185 190 

Leu He Asn Asn He Leu Val Tyr Leu Val Thr Ser Leu Leu Gly Val 

195 200 205 

Val Pro Leu Ser Gly He He Phe Ser Tyr Thr Arg He Val Ser Ser 

210 215 220 

Val Met Lys He Pro Ser Ala Gly Gly Lys Tyr Lys Ala Phe Ser He 
225 230 235 240 

Cys Gly Ser His Leu He Val Val Ser Leu Phe Tyr Gly Thr Gly Phe 

245 250 255 

Gly Val Tyr Leu Ser Ser Gly Ala Thr His Ser Ser Arg Lys Gly Ala 

260 265 270 

He Ala Ser Val Met Tyr Thr Val Val Thr Pro Met Leu Asn Pro Leu 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp Met Leu Lys Ala Leu Arg Lys Leu 

290 295 300 

He Ser Arg He Pro Ser Phe His 
305 310 

<210> 1361 
<211> 328 



667 



BNSDOCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT7US00/27582 



<212> PRT 

<213> Unknown (H38g278 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 



<400> 1361 
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<210> 1362 
<211> 316 
<212> PRT 

<213> Unknown {H38g279 protein) 
<220> 

<223> Synthetic construct 
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Gin 


He 


1 A *^ 










150 










155 










IQv 


G1U 


HIS 


Cys 


Leu 


Cys 
165 


Ser 


Asn 


Leu 


vjiy 


vai 

nn 
1 / u 


Thr 


Ser 


Leu 


oer 


Cys 

1/3 


Asp 


ASp 


Arg 


Arg 


He 
180 


Asn 


Ser 


He 


Asn 


1 Q Q. 
-Lob 


Val 


Leu 


Leu 


Ala 


Trp 
190 


i nr 


Leu 


Met 


Gly 


Ser 


Asp 


Leu Gly Leu 


He 


He 


Leu 


Ser 


Tyr 


Ala 


Leu 


He 


Leu 






195 










on a 










205 








Tyr 


Ser 
210 


Val 


Leu 


Lys 


Leu 


Asn 
215 


Ser 


Pro 


Glu 


Ala 


Ala 
220 


Ser 


Lys 


Ala 


Leu 


Ser 


i nr 


Cys 


Thr 


Ser 


His 


Leu 


He 


Leu 


He 


Leu 


Phe 


Phe 


Tyr 


Thr 


Val 


225 










230 










235 










240 


He 


He 


Val 


He 


Ser 


He 


Thr 


Arg 


Ser 


Thr Gly Met Arg Val 


Pro 


Leu 










245 










250 










255 




He 


Pro 


Val 


Leu 
260 


Leu 


Asn 


Val 


Leu 


His 
265 


Asn 


Val 


He 


Pro 


Pro 
270 


Ala 


Leu 


Asn 


Pro 


Met 


Val 


Tyr 


Ala 


Leu 


Lys 


Asn 


Lys 


Glu 


Leu 


Arg 


Gin 


Gly Leu 






275 










280 










285 








Tyr 


Lys 


Val 


Leu 


Arg 


Leu 


Gly Val 


Lys 


Gly Thr 













290 295 



<210> 1364 
<211> 327 
<212> PRT 

<213> Unknown (H38g281 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1)...(327) 
<223> Xaa = Any Amino Acid 

<400> 1364 

Met Thr Trp Ser Gly Gly Thr 

1 5 
Leu Leu Gly Phe Pro Ala Pro 
20 

Arg Xaa Ser Ala Ala Tyr Ala 
35 

He Met Ala Ser Arg Asn His 

50 55 
Val Leu Ala Asn Met Ser Ser 
65 70 
He Pro Lys Met Leu Ala Gly 
85 

Gin Leu He Ser Phe Glu Gly 
100 

Gly Leu Gly Cys Thr Glu Cys 
115 

Arg Tyr Met Ala He Cys Tyr 
130 135 



Leu Val Gly Glu Xaa Gly Glu Phe Val 

10 15 
Ala Pro Leu Gin Val Leu Ser Phe Ala 

25 30 
Leu Val Leu Thr Glu Asn Thr Leu He 
40 45 
Ser Thr Leu His Lys Pro Met Tyr Phe 
60 

Leu Glu He Trp Tyr Val Thr Val Thr 

75 80 
Phe Val Gly Ser Lys Gin Asp His Gly 

90 95 
Cys Met Thr Gin Leu Tyr Phe Phe Leu 

105 110 
Val Leu Leu Ala Val Met Ala Tyr Asp 
120 125 
Pro Leu His Tyr Pro Val He Val Ser 
140 
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Glv 




Leu 


Cys 


Val 


Gin 


Met 


Ala 


Ala 


Glv 


Ser 


Tm 


Ala 




Phe 


145 










150 










155 








160 


Gly 


He 


Ser 


Met 


Val 
165 


Lys 


Val 


Phe 


Leu 


He 
170 


Ser 


Glv 


Leu 


175 


Cys 


Glv 


Pro 


Asn 


He 
180 


He 


Asn 


His 


Phe 


Phe 
185 


Cys 


Asp 


Val 


Ser 


Pro Leu 
190 


Leu 


Asn 


Leu 


Ser 
195 




Thr 


Asp 


Met 


200 


Thr 


Ala 


Glu 


Leu 


Thr 
205 


Asp Phe 


He 


Leu 


Ala 
210 


He 


Phe 


He 


Leu 


Leu 
215 


Gly 


Pro 


Leu 


Ser 


Val 
220 


Thr 


Gly Ala 


Ser 


Tvr 


Val 


Ala 


lie 


Thr 




Ala 


Val 


Met 


His 


Thr 


Ser 


Ser Ala Ala Gly 


225 










230 










235 








240 


Arg 




Lys 


Ala 


Phe 
245 




TVi-r 

A III. 


uys 


AT 3 

nl ct 


Ser 
250 


His 




Thr 


Val Val 
255 


He 


lie 


Phe 




Ala 
260 


Ala 


Cor 




r lie 


Tl <=» 

265 




f\ -L CX 


A t" rr 


Pro 


Lys Ala 
270 


Leu 


Del 


M. J_ CI 


275 


Asp 


i nr 


Asn 


Lys 


Leu 
280 


Val 


Ser 


val 


Leu 


Tyr 
285 


Ala Val 


He 


Val 


Pro 
290 


Leu 


Leu 


Asn 


Pro 


He 
295 


He 


Tyr 


Cys 


Leu 


Arg 
300 


Asn 


Gin Glu 


Val 


Lys 


Arg 


Ala 


Leu 


Cys 


Cys 


Thr 


Leu 


His 


Leu 


Tyr 


Gin 


His 


Gin Asp 


Pro 


305 










310 










315 








320 


Asp 


Pro 


Lys 


Lys 


Ala 
325 


Ser 


Arg 



















<210> 1365 
<211> 333 
<212> PRT 

<213> Unknown (H38g282 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(333) 

<223> Xaa = Any Amino Acid 



<400> 1365 



Met 


Asp 


Gly Glu 


Asn 


His 


Ser 


Val 


Val 


Ser 


Glu 


Phe 


Leu 


Phe 


Leu Gly 


1 








5 










10 










15 




Leu 


Thr 


His 


Ser 
20 


Trp 


Glu 


He 


Gin 


Leu 
25 


Leu 


Leu 


Leu 


Val 


Phe 
30 


Ser 


Ser 


Val 


Leu 


Tyr 


Val 


Ala 


Ser 


He 


Thr 


Gly Asn 


He 


Leu 


He 


Val 


Phe 


Ser 






35 










40 










45 








Val 


Thr 
50 


Thr 


Asp 


Pro 


His 


Leu 
55 


His 


Ser 


Pro 


Met 


Tyr 
60 


Phe 


Leu 


Leu 


Val 


Ser 


Leu 


Ser 


Phe 


He 


Asp 


Leu 


Gly Ala 


Cys 


Ser 


Val 


Thr 


Ser 


Pro 


Lys 


65 










70 










75 










80 


Met 


He 


Tyr 


Asp 


Leu 


Phe 


Arg 


Lys 


Arg 


Lys 


Val 


He 


Ser 


Phe Gly Gly 










85 










90 










95 




Cys 


He 


Ala 


Gin 


He 


Phe 


Phe 


He 


His 


Val 


He 


Gly Gly Val 


Glu 


Met 








100 










105 










110 






Val 


Leu 


Leu 
115 


He 


Ala 


Met 


Ala 


Phe 
120 


Asp 


Ser 


Tyr 


Val 


Ala 
125 


Leu 


Cys 


Lys 


Pro 


Leu 
130 


His 


Tyr 


Leu 


Thr 


He 
135 


Met 


Ser 


Pro 


Arg 


Met 
140 


Cys 


Leu 


Ser 


Phe 


Leu 


Ala 


Val 


Ala 


Trp 


Thr 


Leu 


Val 


Val 


Ser 


His 


Ser 


Leu 


Phe 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Leu 


Val 


Asn 
165 


Leu 


Pro 


Phe 


Cys 


Gly 
170 


Pro 


Asn 


Val 


Leu 


Asp 
175 


Ser 


Phe 


Tyr 


Cys 


Asp 


Leu 


Pro 


Gin 


Leu 


Leu 


Arg 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 
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180 185 190 

Tyr Arg Leu Gin Phe Met Val Thr Val Asn Ser Gly Phe lie Cys Val 

195 200 205 

Gly Thr Phe Phe lie Leu Leu lie Ser Tyr Val Phe lie Leu Phe Thr 

210 215 220 

Val Trp Lys His Ser Ser Gly Gly Ser Ser Lys Ala Leu Ser Thr Leu 
225 230 235 240 

Ser Ala His Ser Thr Ala Val Leu Leu Phe Phe Gly Pro Pro Met Phe 

245 250 255 

Val Tyr Thr Trp Pro His Pro Asn Ser Gin Met Asp Lys Phe Leu Ala 

260 265 270 

lie Phe Asp Ala Val Leu Thr Pro Phe Leu Asn Pro Val Val Tyr Thr 

275 280 285 

Phe Arg Asn Lys Glu Met Lys Ala Ala lie Lys Arg Val Cys Lys Gin 

290 295 300 

Leu Val lie Tyr Lys Lys lie Ser Xaa Met lie Gin Xaa Ala Leu Leu 
305 310 315 320 

Val Lys His Asp Met Ala Leu Cys Phe Phe Leu Xaa Tyr 
325 330 

<210> 1366 
<211> 280 
<212> PRT 

<213> Unknown (H38g283 protein) 
<220> 

<223> Synthetic construct 
<400> 1366 

Met Leu Leu Gly Asn Leu Ala lie lie Ser Phe lie Cys Leu Asp Ser 

15 10 15 

Arg Leu His Ser Pro Met Tyr Phe Phe Leu Cys Asn Phe Ser Leu Met 

20 25 30 

Glu Met Val Val Thr Ser Thr Val Val His Arg Met Leu Ala Asp Leu 

35 40 45 

Leu Ser Thr His Lys Thr Met Ser Leu Ala Lys Cys Leu Thr Gin Ser 

50 55 60 

Phe Phe Tyr Phe Ser Leu Gly Ser Ala Asn Phe Leu lie Leu Met Val 
65 70 75 80 

Met Ala Phe Asp Arg Tyr Val Ala lie Cys His Pro Leu Arg Tyr Pro 

85 90 95 

Thr He Thr Asn Gly Pro Val Cys Val Lys Leu Val Val Ala Cys Trp 

100 105 110 

Val Val Gly Phe Leu Ser He Val Ser Pro Thr Leu Gin Lys Thr Arg 

115 120 125 

Leu Trp Phe Cys Gly Pro Asn He He Gly His Tyr Phe Cys Asp Ser 

130 135 140 

Ala Pro Leu Leu Lys Leu Ala Cys Ser Asp Thr Arg His He Glu Arg 
145 150 155 160 

Met Asp Leu Phe Leu Ser Leu Leu Phe Val Leu Thr Thr Met Leu Leu 

165 170 175 

He He Leu Ser Tyr He Leu He Val Ala Ala Val Leu His He Pro 

180 185 190 

Ser Ser Ser Gly Cys Gin Lys Ala Phe Ser Thr Cys Ala Ser His Leu 

195 200 205 

Thr Val Val Val Leu Gly Tyr Gly Ser Ala He Phe He Tyr Val Arg 

210 215 220 

Pro Gly Lys Gly His Ser Thr Tyr Leu Asn Lys Ala Val Ala Met Val 
225 230 235 240 

Thr Ala Met Val Thr Pro Phe Leu Asn Pro Phe He Phe Thr Phe Arg 
245 250 255 
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Asn Glu Lys Val Lys Glu Val lie Glu Asp Val Thr Lys Arg He Phe 

260 265 270 

Leu Gly Asp Pro Ala Ala Cys Arg 
275 280 

<210> 1367 
<211> 313 
<212> PRT 

<213> Unknown (H3 8g284 protein) 
<220> 

<223> Synthetic construct 
<400> 1367 

Met Glu Thr Ala Asn Tyr Thr Lys Val Thr Glu Phe Val Leu Thr Gly 

15 10 15 

Leu Ser Gin Thr Pro Glu Val Gin Leu Val Leu Phe Val lie Phe Leu 

20 25 30 

Ser Phe Tyr Leu Phe He Leu Pro Gly Asn He Leu He He Cys Thr 

35 40 45 

He Ser Leu Asp Pro His Leu Thr Ser Pro Met Tyr Phe Leu Leu Ala 

50 55 60 

Asn Leu Ala Phe Leu Asp He Trp Tyr Ser Ser He Thr Ala Pro Glu 
65 70 75 80 

Met Leu He Asp Phe Phe Val Glu Arg Lys He He Ser Phe Asp Gly 

85 90 95 

Cys He Ala Gin Leu Phe Phe Leu His Phe Ala Gly Ala Ser Glu Met 

100 105 110 

Phe Leu Leu Thr Val Met Ala Phe Asp Leu Tyr Thr Ala He Cys Arg 

115 120 125 

Pro Leu His Tyr Ala Thr He Met Asn Gin Arg Leu Cys Cys He Leu 

130 135 140 

Val Ala Leu Ser Trp Arg Gly Gly Phe He His Ser He He Gin Val 
145 150 155 160 

Ala Leu He Val Arg Leu Pro Phe Cys Gly Pro Asn Glu Leu Asp Ser 

165 170 175 

Tyr Phe Cys Asp He Thr Gin Val Val Arg He Ala Cys Ala Asn Thr 

180 185 190 

Phe Pro Glu Glu Leu Val Met He Cys Ser Ser Gly Leu He Ser Val 

195 200 205 

Val Trp Leu He Ala Leu Leu Met Ser Tyr Ala Phe Leu Leu Ala Leu 

210 215 220 

Phe Lys Lys Leu Ser Gly Ser Gly Glu Asn Thr Asn Arg Ala Met Ser 
225 230 235 240 

Thr Cys Tyr Ser His He Thr He Val Val Leu Met Phe Gly Pro Ser 

245 250 255 

He Tyr He Tyr Ala Arg Pro Phe Asp Ser Phe Ser Leu Asp Lys Val 

260 265 270 

Val Ser Val Phe Asn Thr Leu He Phe Pro Leu Arg Asn Pro He He 

275 280 285 

Tyr Thr Leu Arg Asn Lys Glu Val Lys Ala Ala Met Arg Lys Leu Val 

290 295 300 

Thr Lys Tyr He Leu Cys Lys Glu Lys 
305 310 

<210> 1368 
<211> 214 
<212> PRT 

<213> Unknown (H38g285 protein) 
<220> 
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<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (214) 

<223> Xaa = Any Amino Acid 



<400> 1368 



Cys 


Leu 


Leu 


Xaa 


Leu 


Tyr 


Gin 


Val 


Cys 


Leu 


Leu 


Thr 


Arg 


Asp 


Pro 


He 


1 








c 
D 










1 C\ 

xu 










JL O 




Leu 


Gin 


Asp 


Leu 

Z 0 


His 


Xaa 


Lys 


Pro 


Arg 


He 


Tyr 


Cys 


Ser 


Pro 
30 


Cys 


Leu 


Xaa 


Val 


Tyr 

J D 


Ser 


Leu 


Gly 


Leu 


Asp 


Arg 


xaa 


Xaa 


val 


Phe 
45 


Leu 


i nr 


riec 


Thr 


Gin 


Ser 


Val 


Leu 


Trp 


Asn 


Glu 


Pro 


Val 


Cys 


Phe 

bU 


Met 


Phe 


Ser 


Xaa 


Met 


Pro 


Phe 


Cys 


Leu 


Ser 


Xaa 


He 


Leu 


Pro 


Xaa 


Thr 


Tyr 


Tyr 


Glu 


Gin 


65 










70 










75 












Val 


Val 


Met 


Leu 


Asn 
85 


Leu 


Val 


Cys 


Ala 


Asp 
90 


He 


Thr 


Tyr 


He 


Val 
95 


His 


inr 


Cys 


(jj.y 


Leu 


jyne 






jrne 


Ser 


vax 


Asp 


±y 


Phe Asp 


Tip 










100 










105 










110 






Gly 


He 


He 
115 


He 


His 


Arg 


Tyr 


Gin 
120 


Thr 


Leu 


Gin 


Ala 


Val 
125 


Leu 


Xaa 


Leu 


Pro 


Ala 
130 


Lys 


Glu 


Ser 


Val 


Pro 
135 


Lys 


Val 


Phe 


Ser 


He 
140 


Tyr 


Ala 


Phe 


His 


lie 


Cys 


Val 


Thr 


Leu 


Tyr 


Leu 


Leu 


Met 


He 


Gly 


Phe 


Tyr 


Ser 


Phe 


Phe 


145 










150 










155 










160 


Ser 


Cys 


Cys 


Phe 


Ser 
165 


Tyr 


His 


Thr 


Leu 


Thr 
170 


Val 


He 


Pro 


He 


Ser 
175 


Phe 


Ser 


Ser 


Phe 


Tyr 
180 


Ser 


Leu 


Val 


Pro 


Ser 
185 


Met 


Phe 


Asn 


Thr 


He 
190 


Thr 


Cys 


Gly 


Val 


Lys 
195 


Ser 


Lys 


His 


He 


Gin 
200 


Glu 


Asn 


Met 


Val 


Gin 
205 


Arg 


Phe 


Cys 


Gly 


Lys 


He 


Ser 


Cys 


His 























210 



<210> 1369 
<211> 330 
<212> PRT 

<213> Unknown (H3 8g286 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1). ..(330) 

<223> Xaa = Any Amino Acid 

<400> 1369 



Met 


Cys 


Leu 


Leu 


Thr 


Leu 


Gin 


Val 


Thr 


Gly 


Pro 


Met 


Asn 


Val 


Ser 


Glu 


1 








5 










10 










15 




Pro 


Asn 


Ser 


Ser 
20 


Phe 


Ala 


Leu 


Val 


Asn 
25 


Glu 


Phe 


He 


Leu 


Gin 
30 


Asp 


Leu 


Ser 


Phe 


Glu 
35 


Trp 


Thr 


He 


Gin 


He 
40 


Phe 


Leu 


Phe 


Ser 


Leu 
45 


Phe 


Thr 


Thr 


Thr 


Tyr 


Ala 


Leu 


Thr 


He 


Thr Gly Asn 


Gly Ala 


He 


Ala 


Cys 


Ala 


Leu 




50 










55 










60 










Trp 


Cys 


Asp 


Arg Arg 


Arg 


His 


Thr 


Pro 


Met 


Tyr 


Met 


Phe 


Leu 


Gly Asn 


65 










70 










75 










80 


Phe 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr 


Val 


Ser 


Ser 


Thr 


Val 


Pro 


Lys 


Met 



85 90 95 
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Leu 


Val 


Asn 


Phe 


Leu 


Ser 


Glu 


Lys 


Lys 


Thr 


He 


Ser 


Phe 


Ala 


Gly 


Cys 








100 










105 










110 






Phe 


Leu 


Gin 


Phe 


Tyr 


Phe 


Phe 


Phe 


Ser 


Leu 


Gly 


Thr 


Ser 


Glu 


Cys 


Leu 






115 










120 










125 








lie 


Leu 


Thr 


Val 


Met 


Ala 


Phe 


Asp 


Gin 


Tyr 


Leu 


Val 


He 


Cys 


His 


Pro 




130 










135 










140 










Leu 


His 


Tyr 


Pro 


Asn 


He 


He 


Met 


Thr 


Gly 


His 


Leu 


Cys 


Ala 


Lys 


Leu 


145 








150 










155 










160 


Val 


He 


Leu 


Cys 


Trp 


Val 


Cys 


Gly 


Phe 


Leu 


Trp 


Phe 


Leu 


He 


Pro 


Thr 










165 










170 










175 




Val 


Leu 


He 


Ser 


Gin 


Met 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


He 


Asn 


Asp 


His 








180 










185 










190 






Val 


Val 


Cys 


Asp 


Pro 


Gly 


Pro 


Leu 


Phe 


Ala 


Leu 


Ala 


Cys 


Val 


Ser 


Ala 






195 










200 










205 








Pro 


Arg 


He 


Gin 


Leu 


Phe 


Cys 


Tyr 


Thr 


Leu 


Ser 


Ser 


Leu 


Val 


He 


Phe 




210 










215 










220 










Gly 


Asn 


Phe 


Leu 


Phe 


He 


He 


Gly 


Ser 


Tyr 


Thr 


Leu 


Val 


Leu 


Lys 


Ala 


225 










230 










235 










240 


Val 


Leu 


Gly Met 


Pro 


Ser 


Ser 


Thr 


Gly Lys 


His 


Lys 


Ala 


Phe 


Ser 


Thr 










245 










250 










255 




Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Gly 


Ser 


Leu 


Met 




260 










265 










270 






Val 


Met 


Cys 


Val 


Ser 


Pro 


Caiy 


Leu 


Gly His 


Ser 




\jj-2f 


Met 


Gin 


Lys 






275 










280 










285 








He 


Lys 


Thr 


Leu 


Phe 


Tyr 


Ala 


Met 


Val 


Thr 


Pro 


Leu 


Phe 


Asn 


Pro 


Leu 




290 










295 










300 










He 


Tyr 


Ser 


Leu 


Gin 


Asn 


Lys 


Glu 


He 


Lys 


Ala 


Ala 


Leu 


Arg 


Lys 


Val 


305 








310 










315 










320 


Leu 


Gly 


Ser 


Ser 


Asn 


He 


He 


Xaa 


Ala 


He 






















325 










330 














<210> 1370 




























<211> 310 




























<212> PRT 




























<213> Unknown (H3 8g287 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1370 




























Met 


Met 


Asp 


Asn 


His 


Ser 


Ser 


Ala 


Thr 


Glu 


Phe 


His 


Leu 


Leu 


Gly 


Phe 


1 






5 










10 










15 




Pro 


Gly 


Ser 


Gin 


Gly 


Leu 


His 


His 


He 


Leu 


Phe 


Ala 


He 


Phe 


Phe 


Phe 






20 










25 










30 






Phe 


Tyr 


Leu 


Val 


Thr 


Leu 


Met 


Gly 


Asn 


Thr 


Val 


He 


He 


Val 


He 


Val 




35 










40 










45 








Cys 


Val 


Asp 


Lys 


Arg 


Leu 


Gin 


Ser 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


His 




50 










55 










60 










Leu 


Ser 


Thr 


Leu 


Glu 


He 


Leu 


Val 


Thr 


Thr 


He 


He 


Val 


Pro 


Met 


Met 


65 










70 










75 










80 


Leu 


Trp 


Gly 


Leu 


Leu 


Phe 


Leu 


Gly 


Cys 


Arg 


Gin 


Tyr 


Leu 


Ser 


Leu 


His 








85 










90 










95 




Val 


Ser 


Leu 


Asn 


Phe 


Ser 


Cys 


Gly 


Thr 


Met 


Glu 


Phe 


Ala 


Leu 


Leu 


Gly 








100 










105 










110 






Val 


Met 


Ala 


Val 


Asp 


Arg 


Tyr 


Val 


Ala 


Val 


Cys 


Asn 


Pro 


Leu 


Arg 


Tyr 






115 










120 










125 








Asn 


He 


He 


Met 


Asn 


Ser 


Ser 


Thr 


Cys 


He 


Trp 


Val 


Val 


He 


Val 


Ser 




130 










135 










140 










Trp 


Val 


Phe 


Gly 


Phe 


Leu 


Ser 


Glu 


He 


Trp 


Pro 


He 


Tyr 


Ala 


Thr 


Phe 


145 










150 










155 










160 


Gin 


Phe 


Thr 


Phe 


Arg 


Lys 


Ser 


Asn 


Ser 


Leu 


Asp 


His 


Phe 


Tyr 


Cys 


Asp 
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165 








170 










175 




Arg 


Glv 


Gin 


Leu 


Leu 


Lys 


Leu Qc^t 




Asp 


Asn 


Thr 


Leu 


Leu 


Thr 


Glu 








180 








185 










190 






XT lie? 


Tip 

IXC 


Leu 


Phe 


Leu 


Met 


Ala Val 


Phe 


He 


Leu 


He 


Glv 


Ser 


Leu 


He 






195 








200 










205 








Pro 


Thr 


lie 


Val 


Ser 


Tyr 


Thr Tyr 


lie 


He 


Ser 


Thr 


He 


Leu 


Lys 


He 




210 










215 








220 










Pro 


Ser 


Ala 


Ser Gly Arg 


Arg Lys 


Ala 


Phe 


Ser 


Thr 


Phe 


Ala 


Ser 


His 


225 










230 








235 










240 


Phe 


Thr 


Cvs 


Val 


Val 


lie Gly Tyr 
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<213> Unknown (H38g290 protein) 
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<223> Synthetic construct 
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<210> 1374 
<211> 345 
<212> PRT 

<213> Unknown (H38g291 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (345) 

<223> Xaa = Any Amino Acid 
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Phe Val He Arg Thr Glu Pro Ser Leu His Ala Pro Met Tyr Tyr Phe 
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Leu Ser Met Leu Ala Val Ser Asp Leu Gly Leu Ser Leu Ser Tyr Leu 
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Lys Thr Gin Gin He His Glu Lys Val Leu Gly Lys Leu Gly Leu Gin 
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Gin Arg Cys Gin Xaa Thr Trp Tyr Lys 
340 345 

<210> 1375 
<211> 238 
<212> PRT 

<213> Unknown (H38g292 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(238) 

<223> Xaa = Any Amino Acid 

<400> 1375 
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<210> 1376 
<211> 311 
<212> PRT 

<213> Unknown (H38g293 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (311) 

<223> Xaa = Any Amino Acid 
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<210> 1377 

<211> 323 

<212> PRT 

<213> Unknown (H38g294 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (323) 

<223> Xaa = Any Amino Acid 



<400> 1377 



Met 


Glu 


He 


Leu 


Ser 


Asn 


Ser 


Thr 


Ser 


Lys 


Phe 


Pro 


Thr 


Phe 


Leu 


Leu 
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Thr 
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He 


Pro 
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Leu 


Glu 


Ser 


Ala 
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Val 


Trp 


He 


Ser 
30 


He 


Pro 


Phe 
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Cys 


Phe 


Tyr 
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He 


Ala 


Leu 
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Ser 


Val 


He 


Leu 
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45 








Phe 


Val 
50 


He 


He 


Thr 


Gin 


Gin 
55 


Ser 


Leu 
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Glu 


Pro 
60 


Met 


Tyr 


Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ser 
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Thr 


Asp 


Leu 


Gly Leu 


Thr 


Val 


Ser 


Ser 


Leu 
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75 










80 


Ser 


Thr 


Thr 


Leu 


Gly 
85 


He 


Leu 


Trp 


Phe 


Glu 
90 


Ala 


Arg 


Glu 


He 


Ser 
95 


Leu 


Tyr 


Ser 


Cys 


He 
100 


Val 


Gin 


Met 


Phe 


Phe 
105 


Leu 


His 


Gly 


Phe 


Thr 
110 


Phe 


Met 


Glu 


Ser 


Gly 
115 


Val 


Leu 


Val 


Ala 


Thr 
120 


Ala 


Phe 


Asp 


Arg 


Tyr 
125 


Val 


Ala 


He 


Cys 


Asp 
130 


Pro 


Leu 


Arg 


Tyr 


Thr 
135 


Thr 


He 


Leu 


Thr 


Asn 
140 


Ser 


Arg 


He 


He 


Gin 


Met 


Gly 


Leu 


Leu 


Met 


He 


Thr 


Arg 


Ala 


He 


Val 


Leu 


He 


Leu 


Pro 


145 










150 










155 










160 


Leu 


Leu 


Leu 


Leu 


Leu 


Lys 


Pro 


Leu 


Tyr 


Phe 


Cys Arg 


Met 


Asn 


Ala 


Leu 










165 










170 










175 




Ser 


His 


Ser 


Tyr 
180 


Cys 


Tyr 


His 


Pro 


Asp 
185 


Val 


He 


Gin 


Leu 


Ala 
190 


Cys 


Ser 


Asp 


He 


Arg 


Ala 


Asn 


Ser 


He 


Cys 


Gly Leu 


He 


Asp 


Leu 


He 


Leu 


Thr 
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200 
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Thr 


Gly 


He 


Asp 
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Pro 


Cys 


He 


Val 


Leu 


Ser 


Tyr 


He 


Leu 


He 


He 
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210 215 
Arg Phe Val Leu Arg He Ala Ser 
225 230 
Ser Thr Cys Val Ser His Val Gly 
245 

Met Leu Ser Leu Ser Leu Val Tyr 
260 

Val Val His Ser Val Met Ala Asn 
275 280 
Leu Asn Pro lie He Tyr Ser Val 

290 295 
Met Leu Ser Leu Leu Leu Thr Lys 
305 310 
Thr Asn Leu 



220 



Pro 


Glu 


Glu 
235 


Trp 


His 


Lys 


Val 


Phe 
240 


Ala 


Val 


Ala 


Phe 


Phe 


Tyr 


He 


His 


Arg 


Tyr 


Gly Arg 


Ser 


Ala 


Pro 


Arg 


265 










270 






Val 


Tyr 


Leu 


Leu 


Leu 
285 


Pro 


Pro 


Val 


Lys 


Thr 


Lys 


Gin 
300 


He 


Arg 


Lys 


Ala 


Xaa 


Thr 


Asp 
315 


He 


Val 


Leu 


Phe 


Asp 
320 



<210> 1378 
<211> 321 
<212> PRT 

<213> Unknown (H38g295 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (321) 

<223> Xaa = Any Amino Acid 

<400> 1378 



His 


Thr 


Glu 
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Arg 


Asn 


Leu 


Thr 


Gly Val 


Xaa 


Glu 
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Leu 


Leu 
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Ser 
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Val 


Leu 


Arg 


Asn 


Leu 
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Ser 
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Leu 
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Cys 
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Ala 
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Ala 


Thr 
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Val 
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Ser 
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Ala 
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Ala 
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His 


Tyr 


Pro 


Val 
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Val 


Asn 


Pro 


His 


Leu 


Cys 
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140 










Val 


Phe 


Val 


Leu 
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Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 
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Ser 


Gin 


Leu 
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Ser 


Trp 


He 


Val 


Leu 


Gin 


Phe 


Thr 


He 


Val 
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Asn 


Leu 


Glu 


He 
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Asn 
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Val 


Cys 


Asp 
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Ser 


Gin 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 








180 










185 
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Asp 


Ser 


Val 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 


Phe 
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205 








Gly 


Phe 


Leu 


Pro 


He 


Ser 


Gly 


He 


Leu 


Trp 


Ser 


Tyr 


Tyr 


Lys 


He 
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215 
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Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 
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Lys 


Tyr 
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225 










230 
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Tyr 


Gly 


Thr 
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Met 
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Asn 
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<210> 1379 
<211> 325 
<212> PRT 

<213> Unknown (H38g296 protein) 
<220> 

<223> Synthetic construct 



<400> 1379 
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He 
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He 


Thr 


Lys 


Arg 


Arg 
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His 


Lys 


Pro 


Met 


Tyr 


Tyr 


Phe 
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Leu 
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Leu 
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Leu 


Cys 


Leu 


Thr 
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Thr 


Leu 
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Leu 
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Val 


Leu 


Trp 


Phe 
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Phe 
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Phe 


Phe 
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Ala 


Phe 
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Leu 
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Val 


Leu 


Val 


Ala 


Met 


Ala 


Phe 


Asp 
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Phe 


Val 


Ala 


He 






115 










120 
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Cys 


Asn 


Pro 


Leu 


Asn 


Tyr 


Ala 


Thr 


He 


Leu 


Thr 


Asp 


Arg 


Met 


Val 


Leu 
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135 










140 










Val 


He 
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Leu 


Val 


He 


Cys 


He 


Arg 


Pro 


Ala 


Val 


Phe 


Leu 


Leu 


Pro 


145 
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Leu 


Val 


Ala 
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Asn 


Thr 


Val 


Ser 


Phe 
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Gly 


Gly 


His 


Glu 


Leu 
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170 
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Phe 


Cys 


Tyr 
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Pro 


Glu 


Val 


He 


Lys 


Tyr 


Thr 


Tyr 


Ser 
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Lys 


Pro 


Trp 


He 


Ser 


Ser 


Phe 


Trp Gly 


Leu 


Phe 


Leu 


Gin 


Leu 


Tyr 


Leu 
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200 










205 








Asn 


Gly 


Thr 


Asp 


Val 


Leu 


Phe 


He 


Leu 


Phe 


Ser 


Tyr 


Val 


Leu 


He 


Leu 




210 










215 










220 










Arg 


Thr 


Val 


Leu 


Gly 


He 


Val 


Ala 


Arg 


Lys 


Lys 


Gin 


Gin 


Lys 


Ala 


Leu 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Val 


Cys 


His 


He 


Cys 


Ala 


Val 


Thr 


He 


Phe 


Tyr 


Val 


Pro 
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255 




Leu 


He 


Ser 


Leu 


Ser 


Leu 


Ala 


His 


Arg 


Leu 


Phe 
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Ser 


Thr 


Pro 


Arg 
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265 










270 






Val 


Leu 


Cys 


Ser 


Thr 


Leu 


Ala 


Asn 


He 


Tyr 


Leu 


Leu 


Leu 


Pro 


Pro 


Val 
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285 
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Asn 
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He 


He 


Tyr 


Ser 


Leu 


Lys 


Thr 


Lys 


Thr 


He 


Arg 


Gin 


Ala 




290 
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Met 


Phe 


Gin 


Leu 


Leu 


Gin 


Ser 
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Gly 
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Trp 


Gly 
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Val 


Arg 
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325 

<210> 1380 
<211> 315 
<212> PRT 

<213> Unknown (H3 8g297 protein) 
<220> 

<223> Synthetic construct 



<400> 1380 



Met 
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Thr 


Trp 


Val 


Asn 


Gin 


Ser 


Tyr 


Thr 
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rxie 


Oat* 

JU 


vax 
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Phe 
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Pro 


Met 
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Phe 
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Leu 
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Leu 
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Leu 


Met 
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Met 
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Val 


Cys 
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Asn 
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Pro 
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Lys 


Met 
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Asn 


Phe 
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Ser 


Gly Arg 
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Ser 


He 


Ser 


Phe 


Val 
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90 
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Gly 


Cys 


Gly 


He 
100 


Gin 


He 


Gly 


Leu 


Phe 
105 


Val 


Cys 


Leu 


Val 


Gly 
110 


Ser 


Glu 


Gly 


Leu 


Leu 
115 


Leu 


Gly 


Leu 


Met 


Ala 
120 


Tyr 


Asp 


Arg 


Tyr 


Val 
125 


Ala 


He 


Ser 


His 


Pro 
130 


Leu 


His 


Tyr 


Pro 


He 
135 


Leu 


Met 


Asn 


Gin 


Arg 
140 


Val 


Cys 


Leu 


Gin 


He 


Thr 


Gly Ser 


Ser 


Trp 


Ala 


Phe 


Gly He 


He 


Asp 


Gly 


Leu 


He 


Gin 


145 
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Met 


Val 


Val 


Val 


Met 


Asn 


Pne 


Pro 


Tyr 


Cys 


Gly Leu 


Arg 


Lys 


Val 


Asn 
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170 










175 




His 


Phe 


Phe 


Cys 
180 


Glu 


Met 


Leu 


Ser 


Leu 
185 


Leu 


Lys 


Leu 


Ala 


Cys 
190 


Val 
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Phe 


Glu 


Lys 


Val 


He 


Phe 
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Cys 


Val 


Phe Met 


Leu 






195 










200 










205 








Leu 


Phe 
210 
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Phe 
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He 


He 
215 


Val 


Ala 


Ser 


Tyr 


Ala 
220 


Arg 


He 


Leu 


Gly 


Thr 


Val 


Leu 


Gin 


Met 


His 


Ser 


Ala 


Gin 


Ala 


Trp 


Lys 


Lys 


Ala 


Leu 


Ala 


225 










230 










235 










240 


Thr 


Cys 


Ser 


Ser 


His 


Leu 


Thr 


Ala 


Val 


Thr 


Leu 


Phe 


Tyr Gly Ala Ala 








245 










250 










255 




Met 


Phe 


He 


Tyr 


Leu Arg 


Pro 


Arg 


His 


Tyr 


Arg 


Ala 


Pro 


Ser 


His 


Asp 








260 










265 










270 






Lys 


Val 


Ala 
275 


Ser 


He 


Phe 


Tyr 


Thr 
280 


Val 


Leu 


Thr 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Glu 


Val 


Met 


Gly Ala 


Leu 


Arg 


Lys 
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Gly 
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Asp 


Arg 


Cys 
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Gin 
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<210> 1381 
<211> 323 
<212> PRT 

<213> Unknown (H38g298 protein) 
<220> 

<223> Synthetic construct 
<221> VARIANT 
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<222> (1) . . . (323) 

<223> Xaa = Any Amino Acid 



<400> 1381 



Met 


Ser 


Pro 
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Asn 


Gin 


Thr 


Thr 


Glu 


Asn 
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Gin 


Ser 


Phe 


Phe 


Thr 
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Thr 


Gly 
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Pro 


Gly 


Met 


Pro 


Glu 


Lys 
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Trp 


Met 


Ala 


Leu 
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Leu 


Cys 


Leu 


Leu 


Ty r 


Ser 


Thr 


Thr 
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Leu Gly Asn Val 


Thr 


He 
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40 










45 
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Val 


Val 
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Lys 
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Glu 


Gin 


Ser 


Leu 
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Met 


Tyr 


Tyr 
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Ala 
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Thr 
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Ser 
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Ser 
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Ser 


Ser 
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Met 


Val 


Ser 


Val 


His 


Trp 


Phe 


Asn 


Trp Arg 


Ser 


He 


Thr 
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Phe 


Asn 


Gly 


Cys 


Leu 


He 


Gin 


Met 


Phe 


Phe 


He 


His 


Thr 


Phe 


Gly Gly 








100 










105 










110 






Val 


Glu 


Ser 


Gly 


Val 


Leu 


Val 


Ala 


Met 


Ala 


Phe 


Aso 


Arg 


Phe 


Val 


Ala 






115 










120 










125 








He 


Arg 


Phe 


Pro 


Leu 


His 


Tyr 


Ala 


Thr 


He 


Leu 


Thr 


His 


Ser 


Val 


He 




130 










135 










140 










Ser 


Lys 


He 
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Ala 


Ala 


He 


Leu 


Leu 


Arg 


Ser 


Val 


Gly Ala 


Val 


Leu 
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Pro 


Val 


Pro 


Phe 


Leu 


He 


Lys 


Arg 


Leu 


Pro 


Phe 


Cys 


His 


Ser 


Asn 


Val 
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170 
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Leu 


Ser 


His 


Ala 


Tyr 


Cys 


Leu 


His 


Gin 


Asp 


Ala 


Met 


Arg 


Leu 


Ala 


Cys 








180 










185 
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Ala 
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Thr 


Gly 


Val 


Asn 


Ser 


He 


Tyr 


Gly 


Leu 


Leu 


Ala 


Val 


He 


Phe 
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205 








He 


He 


Val 


Leu 


Asp 


Ala 


Leu 


He 


Leu 


Leu 


Ala 


Ser 


Tyr 


He 


Leu 


He 
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215 










220 










Leu 


Gin 


Ala 


Val 


Leu 


Ser 


He 


Ala 


Ser 


Gin 


Glu 


Asp 


Arg 


Leu 


Lys 


Ala 


225 
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Leu 
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Thr 
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Leu 


Ser 
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Met 


Ser 


Ala 


Val 


Leu 


Leu 


Phe 


Tyr 


Val 
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Pro 


Leu 


He 


Gly 


Met 


Thr 


Leu 


He 


His 


Arg 


Tyr 
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Lys 
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Leu 


Ser 
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Leu 
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Thr 


Phe 


Met 
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Asn 


He 


Tyr 


Leu 


Leu 


Leu 


Pro 


Pro 
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285 








Val 
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Arg 
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Lys 


Gin 


He 
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Xaa 
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He 


Val 
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Phe 
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Trp 
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Leu Leu Phe 



<210> 1382 
<211> 312 
<212> PRT 

<213> Unknown (H38g299 protein) 
<220> 

<223> Synthetic construct 
<400> 1382 

Met Ser Val Leu Asn Asn Ser Glu 

1 5 
He Pro Gly Leu Glu His Ala His 
20 

Leu Met Tyr Leu Leu Ala He Met 



Val Lys Leu Phe Leu Leu He Gly 

10 15 

He Trp Phe Ser He Pro He Cys 
25 30 

Gly Asn Cys Thr He Leu Phe He 
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He 
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120 
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Met 
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<210> 1383 
<211> 308 
<212> PRT 

<213> Unknown (H38g300 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (308) 

<223> Xaa = Any Amino Acid 
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305 

<210> 1384 
<211> 317 
<212> PRT 
<213> Unknown <H38g301 protein) 
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<223> Synthetic construct 
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180 185 190 

Ser Ser Asn Glu Ala Ala lie Met Val Ser Ser lie Val Leu Leu Met 

195 200 205 

Thr Pro Phe Cys Leu Val Leu Leu Ser Tyr lie Arg lie lie Ser Thr 

210 215 220 

He Leu Lys He Gin Ser Arg Glu Gly Arg Lys Lys Ala Phe His Thr 
225 230 235 240 

Cys Ala Ser His Leu Thr Val Val Ala Leu Cys Tyr Gly Thr Thr He 

245 250 255 

Phe Thr Tyr He Gin Pro His Ser Gly Pro Ser Val Leu Gin Glu Lys 

260 265 270 

Leu He Ser Val Phe Tyr Ala He Val Met Pro Leu Leu Asn Pro Val 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Glu Val Lys Gly Ala Trp His Lys Leu 

290 295 300 

Leu Glu Lys Phe Ser Gly Leu Thr Ser Lys Leu Gly Thr 
305 310 315 



<210> 1385 
<211> 306 
<212> PRT 

<213> Unknown (H38g302 protein) 
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<223> Synthetic construct 
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Ala Ala Ser Val lie Phe Met Val 
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He Tyr Ser Leu Arg Asn Asn Glu 

290 295 
Leu Ser 
305 

<210> 1386 
<211> 311 
<212> PRT 

<213> Unknown (H38g303 protein) 
<220> 

<223> Synthetic construct 
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<210> 1388 
<211> 313 
<212> PRT 

<213> Unknown (H38g305 protein) 
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<223> Synthetic construct 
<400> 1388 
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1 5 
Leu Ser Glu Lys Pro Glu Gin Glu Thr 
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lie Ser lie Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu Ala 

50 55 60 

Asn Leu Ser Leu Val Asp Phe Cys Leu Ala Thr Asn Thr lie Pro Lys 
65 70 75 80 

Met Leu Val Ser Leu Gin Thr Gly Ser Lys Ala lie Ser Tyr Pro Cys 

85 90 95 

Cys Leu lie Gin Met Tyr Phe Phe His Phe Phe Gly lie Val Asp Ser 

100 105 110 

Val He He Ala Met Met Ala Tyr Asp Arg Phe Val Ala He Cys His 

115 120 125 
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130 135 140 
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Gly Val Tyr Leu Cys Pro Ser Ser Val Leu Thr Thr Val Lys Glu Lys 
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Ala Ser Ala Val Met Tyr Thr Ala Val Thr Pro Met Leu Asn Pro Phe 
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He Tyr Ser Leu Arg Asn Arg Asp Leu Lys Gly Ala Leu Arg Lys Leu 

290 295 300 

Val Asn Arg Lys He Thr Ser Ser Ser 
305 310 



<210> 1389 
<211> 98 
<212> PRT 

<213> Unknown (H38g306 protein) 
<220> 

<223> Synthetic construct 
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<210> 1390 
<211> 320 
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<212> PRT 

<213> Unknown (H38g307 protein) 
<220> 

<223> Synthetic construct 
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<210> 1391 
<211> 312 
<212> PRT 

<213> Unknown (H38g308 protein) 
<220> 

<223> Synthetic construct 
<400> 1391 

Met Ser Gly Thr Asn Gin Ser Ser Val Ser Glu Phe Leu Leu 

15 10 
Leu Ser Arg Gin Pro Gin Gin Gin His Leu Leu Phe Val Phe 
20 25 30 



Leu Gly 
15 

Phe Leu 
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Ser Met Tyr Leu Ala Thr Val Leu Gly Asn Leu Leu lie lie Leu Ser 

35 40 45 

Val Ser lie Asp Ser Cys Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ser Phe Val Asp He Cys Phe Ser Phe Thr Thr Val Pro Lys 
65 70 75 80 

Met Leu Ala Asn His He Leu Glu Thr Gin Thr He Ser Phe Cys Gly 

85 90 95 

Cys Leu Thr Gin Met Tyr Phe Val Phe Met Phe Val Asp Met Asp Asn 

100 105 110 

Phe Leu Leu Ala Val Met Ala Tyr Asp His Phe Val Ala Val Cys His 

115 120 125 

Pro Leu His Tyr Thr Ala Lys Met Thr His Gin Leu Cys Ala Leu Leu 

130 135 140 

Val Ala Gly Leu Trp Val Val Ala Asn Leu Asn Val Leu Leu His Thr 
145 150 155 160 

Leu Leu Met Ala Pro Leu Ser Phe Cys Ala Asp Asn Ala He Thr His 

165 170 175 

Phe Phe Cys Asp Val Thr Pro Leu Leu Lys Leu Ser Cys Ser Asp Thr 

180 185 190 

His Leu Asn Glu Val He He Leu Ser Glu Gly Ala Leu Val Met He 

195 200 205 

Thr Pro Phe Leu Cys He Leu Ala Ser Tyr Met His He Thr Cys Thr 

210 215 220 

Val Leu Lys Val Pro Ser Thr Lys Gly Arg Trp Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Gly Ser His Leu Ala Val Val Leu Leu Phe Tyr Ser Thr He He 

245 250 255 

Ala Val Tyr Phe Asn Pro Leu Ser Ser His Ser Ala Glu Lys Asp Thr 

260 265 270 

Met Ala Thr Val Leu Tyr Thr Val Val Thr Pro Met Leu Asn Pro Phe 

275 280 285 

He Tyr Ser Leu Arg Asn Arg Tyr Leu Lys Gly Ala Leu Lys Lys Val 

290 295 300 

Val Gly Arg Val Val Phe Ser Val 
305 310 

<210> 1392 
<211> 254 
<212> PRT 

<213> Unknown (H38g309 protein) 
<220> 

<223> Synthetic construct 
<400> 1392 

Met Tyr Phe Phe Leu Arg Gin Leu Ser Val Val Glu Leu Phe Tyr Thr 

15 10 15 

Thr Asp He Val Pro Arg Thr Leu Ala Asn Leu Gly Ser Pro His Pro 

20 25 30 

Gin Ala He Ser Phe Gin Gly Cys Ala Ala His Met Tyr Val Phe He 

35 40 45 

Val Leu Gly He Ser Glu Cys Cys Leu Leu Thr Ala Met Ala Tyr Asp 

50 55 60 

Arg Tyr Val Ala He Cys Gin Pro Leu Arg Tyr Ser Thr Leu Leu Ser 
65 70 75 80 

Pro Arg Ala Cys Met Ala Met Val Gly Thr Ser Trp Leu Thr Gly He 

85 90 95 

He Thr Ala Thr Thr His Ala Ser Leu He Phe Ser Leu Pro Phe Arg 

100 105 110 

Ser His Pro He He Pro His Phe Leu Cys Asp He Leu Pro Val Leu 
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<210> 1393 
<211> 333 
<212> PRT 

<213> Unknown (H38g310 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) - . . (333) 

<223> Xaa = Any Amino Acid 



<400> 1393 
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305 310 

<210> 1395 
<211> 295 
<212> PRT 

<213> Unknown (H38g312 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (295) 

<223> Xaa = Any Amino Acid 



<400> 1395 
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<211> 314 
<212> PRT 

<213> Unknown (H38g313 protein) 
<220> 

<223> Synthetic construct 



696 



BNSDOCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT/US00/27582 



<400> 1396 




























Met Thr 


Leu Gly 


Ser 


Leu 


taiy 


Asn 


ber 


Ser 




Ser 


Val 


Ser 


Ala 


Thr 


X 






c 
O 




















15 




tilts ucu 


Leu 


Ser 


Gly 


lie 


Fro 


Caiy 


Leu 


bill 


Arg 




His 


He 




He 






20 










Z D 










30 






Ser He 


Pro 


Leu 


Cys 


Pne 


Mec 


Tyr 


Leu 


val 


OCX 


He 


Pro 


Glv 


Asn 


Cvs 




35 




















45 








Thr He 


Leu 


Phe 


Tin 

He 


lie 


Lys 


i nr 




Arg 




Leu 


His 


Glu 


Pro 


Met 


50 




















60 










Tyr Levi 


Phe 


Leu 


ser 


Met 


Leu 




Leu 


1 16 


Asp 


Leu 


Gly 


Leu 


Ser 


Leu 


65 








/ u 




















80 


Cys Thr 


Leu 


Pro 


Thr 


Val 


Leu 


vjj.y 


lie 


it xie 


Trp 


VCt J. 


Gly 


Ala 


Arg 


Glu 


















q n 










95 




He Ser 


His 


Asp 


Ala 


Cys 


Pne 


Ala 


G±n 


Leu 


riie 


rne 


Tip 

116 


nib 


jr 








100 










1UD 
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Cys 
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He 
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ne 
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vai oer 
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He 
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270 






Ala Pro 


His 


Leu 


Val 


Gin 


val 
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He 
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<213> Unknown (H38g314 protein) 
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Met 
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Lys 


Met 
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Leu 


Asp 


Gin 


Val 


Met 


Gly Val 


Asn 


Lys 


He Ser 


Ala 


Pro 


Glu 


Cys 


Gly 








100 










105 








110 






Met 


Gin 


Met 


Phe 


Phe 


Tyr 


Val 


Thr 


Leu 


Ala Gly 


Ser 


Glu 


Phe 


Phe 


Leu 






115 










120 








125 








Leu 


Ala 


Thr 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val Ala 


He 


Cys 


His 


Pro 


Leu 




130 










135 








140 










Arg 


Tyr 


Pro 


Val 


Leu 


Met 


Asn 
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Arg 


Val Cys 


Leu 


Phe 


Leu 


Ser 


Ser 


145 










150 








155 










160 


Gly Cys 


Trp 


Phe 


Leu 


Gly Ser 


Val Asp Gly Phe 


Thr 


Phe 


Thr 


Pro 


He 










165 
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175 




Thr 


Met 


Thr 


Phe 


Pro 


Phe 


Arg 


Gly 


Ser 


Arg Glu 


He 
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His 


Phe 


Phe 








180 










185 
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Cys 


Glu 


Val 


Pro 


Ala 


Val 


Leu 


Asn 


Leu 


Ser Cys 


Ser 


Asp 


Thr 


Ser 


Leu 
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205 








Tyr 
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He 


Phe 


Met 


Tyr 


Leu 


Cys 


Cys 


Val Leu 


Met 


Leu 


Leu 


He 


Pro 




210 










215 








220 










Val 


Val 


He 


He 


Ser 


Ser 


Ser 


Tyr 


Leu 


Leu He 


Leu 


Leu 


Thr 


He 
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225 
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Ala 
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Thr 


Cys 


Ser 
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Leu 


Thr 
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Val 


He 


Leu 
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Tyr 


Thr 
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Tyr 
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Met 


Val 
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Val Val 


Asn 
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He 
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Lys 


Met 
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305 
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<210> 1398 
<211> 197 
<212> PRT 

<213> Unknown (H3 8g315 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(197) 

<223> Xaa = Any Amino Acid 



<400> 1398 
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Gly 


Ser 


Val 
115 
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Gly 


Arg 


Arg 


Arg 
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Gly 
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<210> 1399 
<211> 313 
<212> PRT 

<213> Unknown (H38g316 protein) 
<220> 

<223> Synthetic construct 



<400> 1399 
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305 310 

<210> 1400 
<211> 323 
<212> PRT 

<213> Unknown (H38g317 protein) 
<220> 

<223> Synthetic construct 



<400> 1400 
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<210> 1401 
<211> 128 
<212> PRT 

<213> Unknown (H38g318 protein) 
<220> 

<223> Synthetic construct 
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Val 
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<221> VARIANT 

<222> (1) . . . (128) 

<223> Xaa = Any Amino Acid 



<400> 1401 
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Val 
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Val 
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Gly 
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He 
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He 


Ser 
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Val 
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Tyr 


Cys 
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He 
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Ser 


Ala 


Glu 


Gly 


Arg 


Phe 




35 










40 










45 
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Val 
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He 
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<210> 1402 
<211> 316 
<212> PRT 

<213> Unknown (H38g319 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (316) 

<223> Xaa = Any Amino Acid 

<400> 1402 

Met Phe Leu Leu Asn Thr Ser Glu Val Glu Val Ser Thr Phe Leu Leu 

1 5 10 15 

He Gly He Pro Gly Leu Glu His Ala His He Trp He Ser He Pro 

20 25 30 

He Cys Leu Met Tyr Leu Met Ala He Leu Gly Asn Cys Thr He Leu 

35 40 45 

Phe Val He Arg Thr Glu His Ser Leu Gin Glu Pro Met Tyr Tyr Phe 

50 55 60 

Leu Ser Met Leu Ala Leu Ser Asp Leu Gly Leu Ser Phe Ser Ser Leu 
65 70 75 80 

Pro Thr Met Leu Arg He Phe Leu Phe Asn Asn Met Gly He Ser Ala 

85 90 95 

Asp Thr Cys He Ala Gin Glu Phe Phe He His Gly Phe Thr Asp Met 

100 105 HO 

Glu Ser Ser Val Leu Leu He Met Ser Phe Asp His Leu Val Ala He 

115 120 125 

Cys Asn Pro Leu Arg Tyr Ser Ser He Leu Thr Ser Phe Arg Val Leu 

130 135 140 

Gin He Gly Leu Ala Phe Ala He Lys Ser He Leu Leu Val Leu Pro 
145 150 155 160 

Pro Phe Thr Leu Lys Arg Leu Arg Tyr Cys Asn Lys His Leu Leu Ser 

165 170 175 

His Ser Tyr Cys Leu His Gin Asp Val Met Lys Leu Ala Cys Ser Asp 

180 185 190 

Asn Arg Val Asn Phe Tyr Tyr Gly Leu Phe Val Ala Leu Cys Met Met 
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<210> 1403 
<211> 314 
<212> PRT 

<213> Unknown (H38g320 protein) 
<220> 

<223> Synthetic construct 
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<210> 1404 
<211> 322 
<212> PRT 

<213> Unknown (H3 8g321 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> {!)... (322) 

<223> Xaa = Any Amino Acid 
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<210> 1405 
<211> 330 
<212> PRT 

<213> Unknown (H38g322 protein) 
<220> 

<223> Synthetic construct 
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<210> 1406 
<211> 314 
<212> PRT 

<213> Unknown (H38g323 protein) 
<220> 

<223> Synthetic construct 
<400> 1406 
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<210> 1407 
<211> 314 
<212> PRT 

<213> Unknown (H38g324 protein) 
<220> 

<223> Synthetic construct 



<400> 1407 
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290 








295 








300 










Arg 


Val 


He 


Gin Gly Cys 


Cys Gly Asn 


He 














305 








310 





















<210> 1408 
<211> 287 
<212> PRT 

<213> Unknown (H38g325 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (287) 

<223> Xaa = Any Amino Acid 



<400> 1408 



Tyr 


He 


Leu 


Leu 


Asp 


He 


Tyr 


He 


Cys 


Leu 


Asn 


Asn 


Thr 


His 


Val 


Xaa 


1 








5 










10 










15 




Leu 


Cys 


Val 


Glu 


Ser 


Gin 


Arg 


Gin 


Phe 


Lys 


He 


Ser 


Phe 


Tyr 


Phe 


Ser 








20 










25 










30 






Phe 


Phe 


Leu 


Leu 


Ala 


He 


Thr 


Xaa 


Phe 


Xaa 


Xaa 


Xaa 


He 


Leu 


He 


He 






35 










40 










45 








Met 


Lys 


Thr 


Xaa 


Gin 


Tyr 


Phe 


Leu 


Lys 


His 


Lys 


His 


Leu 


Lys 


Lys 


Lys 




50 










55 










60 










Phe 


Ser 


Xaa 


Cys 


Leu 


Val 


Tyr 


He 


Leu 


Thr 


Tyr 


He 


Leu 


Ser 


Leu 


Xaa 


65 










70 










75 










80 


Ser 


Lys 


Phe 


Phe 


Ala 


Leu 


Cys 


Xaa 


He 


Phe 


Ala 


Asp 


Lys 


Ala 


Phe 


Gin 










85 










90 










95 




Glu 


Gin 


Val 


Ser 


Gly 


Asn 


Xaa 


Xaa 


Ser 


Arg 


Ser 


Xaa 


Glu 


Ser 


Pro 


Val 








.100 










105 










110 






His 


Tyr 


Thr 


Leu 


Thr 


Met 


Ser 


Gin 


Lys 


Phe 


Cys 


Ser 


He 


His 


Pro 


Ala 






115 










120 










125 








Gly 


Cys 


Tyr 


Asp 


Gin 


Gly 


He 


Xaa 


Ser 


He 


Pro Gly His 


Ser 


Phe 


Ser 



130 135 140 
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His 


Cys 


lie 


Ala 


Tyr 


Cys 


Gly 


His 


Asn 


Val 


Val 


Asn 


He 


Phe 


Xaa 


Asn 


145 










150 










155 










160 


Lys 


Tyr 


Ser 


Val 


Ala 


He 


Ser 


Asp 


Ser 


Cys 


Ser 


Ser 


Ser 


Trp 


He 


Ala 










165 










170 










175 




Asp 


Phe 


Cys 


Leu 


Phe 


Val 


Cys 


Phe 


Ala 


Leu 


Val 


Asn 


Phe 


Asp 


Xaa 


Leu 








180 










185 










190 






Arg 


Asn 


Leu 


Arg 


Val 


Leu 


Leu 


Leu 


Ser 


Phe 


His 


Phe 


Gin 


Leu 


Val 


Xaa 






195 










200 










205 








Lys 


Ala 


Leu 


Ser 


Ala 


Ser 


Ala 


His 


Gin 


Pro 


Ser 


Pro 


Pro 


He 


Ser 


His 




210 










215 










220 










lie 


Ser 


Thr 


lie 


Phe 


Leu 


Thr 


Leu 


Val 


Pro 


Asn 


Ser 


Lys 


Asn 


Ser 


Gin 


225 










230 










235 










240 


Ala 


Thr 


Val 


Lys 


Ala 


His 


Ser 


Val 


Cys 


Tyr 


Ala 


Met 


Leu 


He 


Pro 


Met 










245 










250 










255 




Leu 


Asn 


Ser 


Gin 


Thr 


Cys 


Ser 


Met 


Arg 


Tyr 


Lys 


Asn 


Val 


Asn 


Glu 


Ser 








260 










265 










270 






Leu 


Gin 


Lys 


Leu 


Met 


Asp 


Phe 


Lys 


He 


Phe 


Xaa 


His 


Xaa 


Lys 


Gin 





275 280 285 



<210> 1409 
<211> 323 
<212> PRT 

<213> Unknown (H38g326 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (323) 

<223> Xaa = Any Amino Acid 

<400> 1409 

Ser His Thr Glu Pro Xaa Asn Leu Thr Ser Val Ser Glu Phe Leu Leu 

15 10 15 

Gin Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu 

20 25 30 

Ser Leu Ser Met Tyr Leu Val Thr Val Leu Arg Asn Leu Leu He He 

35 40 45 

Leu Ala Val Ser Ser Asp Ser His Leu His Thr Pro Met Tyr Phe Phe 

50 55 60 

Leu Ser Asn Leu Ser Trp Ala Asp lie Gly Phe Thr Ser Ala Met Val 
65 70 75 80 

Pro Lys Met He Val Asp Met Gin Ser His Ser Arg Val He Ser Xaa 

85 90 95 

Ala Gly Cys Leu Thr Gin Met Ser Phe Phe Val Leu Phe Ala Cys He 

100 105 110 

Glu Asp Met Leu Leu Thr Val Met Ala Tyr Asp Gin Phe Val Ala He 

115 120 125 

Cys His Pro Leu His Tyr Pro Val He Met Asn Pro His Leu Cys Val 

130 135 140 

Phe Leu Val Leu Val Ser Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu 
145 150 155 160 

His Ser Trp He Val Leu Gin Phe Thr Phe Phe Lys Asn Val Glu He 

165 170 175 

Ser Asn Phe Phe Cys Asp Pro Ser Gin Leu Leu Asn Leu Ala Cys Ser 

180 185 190 

Asp Gly He He Asn Ser He Phe He Tyr Leu Asp Ser He Leu Phe 

195 200 205 

Ser Phe Leu Pro He Ser Gly He Leu Leu Ser Tyr Tyr Lys He Val 

210 215 220 

Pro Ser He Leu Arg He Ser Ser Ser Asp Gly Lys Tyr Lys Ala Phe 
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225 230 
Ser lie Cys Gly Ser His Leu Ala 
245 

Gly lie Gly Val Tyr Leu Thr Ser 
260 

Gly Val Val Ala Ser Val Met Tyr 
275 280 
Ser Phe lie Tyr Ser Leu Arg Asn 

290 295 
Arg Leu Arg Ser Arg Thr Val Glu 
305 310 
Phe Leu Cys 



235 240 
Val Val Cys Leu Phe Tyr Gly Thr 

250 255 
Ala Val Ser Pro Pro Pro Gly Asn 
265 270 
Ala Val Gly Thr Pro Met Leu Asn 
285 

Arg Asp lie Gin Ser Ala Leu Trp 
300 

Ser Pro Xaa Ser Val Pro Ser Leu 
315 320 



<210> 1410 
<211> 317 
<212> PRT 

<213> Unknown (H3 8g327 protein) 
<220> 

<223> Synthetic construct 



<400> 1410 



Met 


Gin 


Pro 


Tyr 


Thr 


Lys 


Asn 


Trp 


Thr 


Gin 


Val 


Thr 


Glu 


Phe 


Val 


Met 


1 








5 










10 










15 




Met 


Gly 


Phe 


Ala 


Gly 


He 


His 


Glu 


Ala 


His 


Leu 


Leu 


Phe 


Phe 


He 


Leu 








20 










25 










30 






Phe 


Leu 


Thr 


Met 


Tyr 


Leu 


Phe 


Thr 


Leu 


Val 


Glu 


Asn 


Leu 


Ala 


He 


He 






35 










40 










45 








Leu 


Val 


Val 


Gly 


Leu Asp 


His 


Arg 


Leu 


Arg 


Arg 


Pro 


Met 


Tyr 


Phe 


Phe 




50 










55 










60 










Leu 


Thr 


His 


Leu 


Ser 


Cys 


Leu 


Glu 


He 


Trp 


Tyr 


Thr 


Ser 


Val 


Thr 


Val 


65 










70 










75 










80 


Pro 


Lys 


Met 


Leu 


Ala 


Gly 


Phe 


He 


Gly Val 


Asp 


Gly Gly 


Lys 


Asn 


He 










85 










90 










95 




Ser 


Tyr 


Ala 


Gly 


Cys 


Leu 


Ser 


Gin 


Leu 


Phe 


He 


Phe 


Thr 


Phe 


Leu 


Gly 








100 










105 










110 






Ala 


Thr 


Glu 


Cys 


Phe 


Leu 


Leu 


Ala 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 






115 










120 










125 








Ala 


He 


Cys 


Met 


Pro 


Leu 


His 


Tyr 


Gly Ala 


Phe 


Val 


Ser 


Trp 


Gly 


Thr 




13 0 










135 










140 










Cys 


He 


Arg 


Leu 


Ala 


Ala 


Ala 


Cys 


Trp 


Leu 


Val 


Gly 


Phe 


Leu 


Thr 


Pro 


145 










150 










155 










160 


He 


Leu 


Pro 


He 


Tyr 


Leu 


Leu 


Ser 


Gin 


Leu 


Thr 


Phe 


Cys 


Gly 


Pro 


Asn 










165 










170 










175 




Val 


He 


Asp 


His 


Phe 


Ser 


Cys 


Asp 


Ala 


Ser 


Pro 


Leu 


Leu 


Ala 


Leu 


Ser 








180 










185 










190 






Cys 


Ser 


Asp 


Val 


Thr 


Trp 


Lys 


Glu 


Thr 


Val 


Asp 


Phe 


Leu 


Val 


Ser 


Leu 






195 










200 










205 








Ala 


Val 


Leu 


Leu 


Ala 


Ser 


Ser 


Met 


Val 


He 


Ala 


Val 


Ser 


Tyr 


Gly 


Asn 




210 










215 










220 










He 


Val 


Trp 


Thr 


Leu 


Leu 


His 


He 


Arg 


Ser 


Ala 


Ala 


Glu 


Arg 


Trp 


Lys 


225 










230 










235 










240 


Ala 


Phe 


Ser 


Thr 


Cys 


Ala 


Ala 


His 


Leu 


Thr 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 










245 










250 










255 




Gly 


Thr 


Leu 


Phe 


Phe 


Met 


Tyr 


Val 


Gin 


Thr 


Lys 


Val 


Thr 


Ser 


Ser 


He 








260 










265 










270 






Asn 


Phe 


Asn 


Lys 


Val 


Val 


Ser 


Val 


Phe 


Tyr 


Ser 


Val 


Val 


Thr 


Pro 


Met 






275 










280 










285 








Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Gly Ala 




290 










295 










300 
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Leu Gly Arg Val Phe Ser Leu Asn Phe Trp Lys Gly Gin 
305 310 315 

<210> 1411 
<211> 312 
<212> PRT 

<213> Unknown (H38g328 protein) 
<220> 

<223> Synthetic construct 



<400> 1411 



Met 


Asp 


\?±y 


V?1U 


Asn 


nxo 


Ser 


Val 


Val 


Ser 


Glu 


Phe 


Leu 


Phe 


Leu 


Glv 


1 








c 
D 










i o 










15 




Leu 


rnr 


HIS 


oer 


Trp 




Tip 


Gin 


Leu 


Leu 


Leu 


Leu 


Val 


Phe 


Ser 


Ser 


















25 










30 






Val 


Leu 


Tyr 


val 


Ala 


ber 


lie 


Thr 


Gly 


Asn 


Tip 




lie 


Val 


Phe 


Ser 






35 










40 










45 








val 


Thr 


xnr 


ASp 


Pro 


MIS 


Leu 


His 


Ser 


C X \J 


Mpf 


xy x 


Phe 


Leu 


Leu 


Ala 




50 










DO 










fin 










Ser 


Leu 


Ser 


Pne 


He 


Asp 


Leu 


Gly Ala 


Cys 


Ser 


val 


1 XIX 




Pro 


Lys 


65 




















/ D 










80 


Met 


He 


Tyr 


Asp 


Leu 


Pne 


Arg 


Lys 


Arg 


Lys 


vai 


116 


Cor 


Jr lifer 




\5 ly 










85 










y u 














Cys 


He 


Ala 


Gin 


He 


Pne 


Pne 


He 


His 


val 


Vai 


vaiy 


vrXy 


Val 


(21 11 


IMfcr I— 






100 










105 










11 u 






Val 


Leu 


Leu 


He 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


v a X 


Ala 


Leu 


Cys 


Lys 






115 










120 










1 9^ 








Pro 


Leu 


His 


Tyr 


Leu 


Thr 


lie 


Met 


Ser 


Pro 


Arg 




^ys> 


Leu 


Ser 


Phe 




liu 










1J J 










140 










Leu 


Ala 


Val 


Ala 


xxrp 


Thr 


Leu 


Gly Val 


Ser 


His 


Ser 


Leu 


Phe 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Leu 


Val 


Asn 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Val 


Leu 


Asp 


Ser 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 


Leu 


Pro 


Gin 


Leu 


Leu 


Arg 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 










190 






Tyr 


Arg 


Leu 


Gin 


Phe 


Met 


Val 


Thr 


Val 


Asn 


Ser 


Gly 


Phe 


He 


Cys 


Val 


195 










200 










205 








Gly 


Thr 


Phe 


Phe 


He 


Leu 


Leu 


He 


Ser 


Tyr 


He 


Phe 


He 


Leu 


Phe 


Thr 




210 










215 










220 










Val 


Trp 


Lys 


His 


Ser 


Ser 


Gly 


Gly 


Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Leu 


225 








230 










235 










240 


Ser 


Ala 


His 


Ser 


Thr 


Ala 


Val 


Leu 


Leu 


Phe 


Phe 


Gly 


Pro 


Pro 


Met 


Phe 










245 










250 










255 




Val 


Tyr 


Thr 


Trp 


Pro 


His 


Pro 


Asn 


Ser 


Gin 


Met 


Asp 


Lys 


Phe 


Leu 


Ala 






260 










265 










270 






He 


Phe 


Asp 


Ala 


Val 


Leu 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Val 


Val 


Tyr 


Thr 






275 










280 










285 








Phe 


Arg 


Asn 


Lys 


Glu 


Met 


Lys 


Ala 


Ala 


He 


Lys 


Arg 


Val 


Cys 


Lys 


Gin 




290 










295 










300 










Leu 


Val 


He 


Tyr 


Lys 


Lys 


He 


Ser 



















305 310 



<210> 1412 
<211> 223 
<212> PRT 

<213> Unknown (H38g329 protein) 
<220> 

<223> Synthetic construct 
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<221> VARIANT 

<222> (1)...(223) 

<223> Xaa = Any Amino Acid 



<400> 1412 



Val 


Arg 


His 


Pro 


Leu 


Arg 


Cys 


Gly 


Lys 


Xaa 


Glu 


Pro 


Ala 


Pro 


Leu 


Pro 


1 








5 










10 










15 




Pro 


Leu 


Ala 


Leu 
20 


Arg 


Asn 


Pro 


He 


Met 
25 


Thr 


Ser 


Cys 


Phe 


Cys 
30 


Gly 


Phe 


Leu 


Val 


Leu 
35 


Phe 


Phe 


Phe 


Phe 


Phe 
40 


Phe 


Leu 


Ser 


Pro 


Leu 
45 


Asp 


Ala 


Gin 


Leu 


His 


Asn 


Leu 


He 


Ala 


Leu 


Gin 


Met 


Thr Cys 


Phe 


Gin 


Asp 


Ala 


Glu 




50 










55 










60 










He 


Pro 


Ser 


Phe 


Phe 


Trp 


Asp 


Pro 


Ser 


Gin 


Leu 


Pro 


His 


Leu 


Ala 


Cys 


65 










70 










75 










80 


Cvs 


Asp 


Thr 


Phe 


Thr 
85 


Asn 


Asn 


He 


He 


Met 
90 


Tyr 


Leu 


Pro 


Ala 


Ala 
95 


He 


Phe 


Glv 


Phe 


Leu 


Pro 


He 


Ser 


Gly Thr 


Leu 


Phe 


Ser 


Tvr 


Tvr 


Lvs 


He 








100 










105 










110 






V ctx 


o ^ >~ 


115 


He 


Leu 


Arg 


Val 


Ser 
120 


Ser 


Ser 


Arg 


Gly 


Lys 
125 




Lys 


Ala 


Phe 


Ser 
130 


Thr 


Cys 


Gly 


Ser 


His 
135 


Leu 


Ser 


Val 


Val 


Cys 
140 


Xaa 


Phe 


Tyr 


Gly 


Thr 


Gly 


Phe 


Gly Gly Tyr 


Leu 


Ser 


Ser 


Asp 


Val 


Ser 


Ser 


Ser 


Pro 


Arg 


145 










150 










155 










160 


Lys 


Ala 


Ala 


Val 


Ala 
165 


Ser 


Val 


Met 


Tyr 


Thr 
170 


Val 


He 


Thr 


Ser 


Met 
175 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg Asn Arg Asp 


He 


Lys 


Gly 


Val 


Leu 








180 










185 










190 






Arg 


Gin 


Pro 
195 


His 


Gly 


Ser 


Thr 


Val 
200 


Gin 


Phe 


Gin 


Tyr 


Leu 
205 


Leu 


He 


Cys 


Ser 


He 
210 


Pro 


Phe 


Val 


Val 


Trp 
215 


Val 


Lys 


Lys 


Gly 


Ser 
220 


Lys 


Val 


Lys 





<210> 1413 
<211> 280 
<212> PRT 

<213> Unknown (H38g330 protein) 
<220> 

<223> Synthetic construct 



<400> 1413 

Met Tyr Leu Val Thr Val Leu Arg Asn Leu Leu He He Leu Ala Val 

15 10 15 

Ser Ser Asp Ser His Leu His Thr Pro Met Cys Phe Phe Leu Ser Asn 

20 25 30 

Leu Cys Trp Ala Asp He Gly Phe Thr Ser Ala Met Val Pro Lys Met 

35 40 45 

He Val Asp Met Gin Ser His Ser Arg Val He Ser Tyr Ala Gly Cys 

50 55 60 

Leu Thr Gin Met Ser Phe Phe Val Leu Phe Ala Cys He Glu Asp Met 
65 70 75 80 

Leu Leu Thr Val Met Ala Tyr Asp Arg Phe Val Ala He Cys His Pro 

85 90 95 

Leu His Tyr Pro Val He Met Asn Pro His Leu Gly Val Phe Leu Val 

100 105 110 

Leu Val Ser Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His Ser Trp 

115 120 125 

He Val Leu Gin Phe Thr Phe Phe Lys Asn Val Glu He Ser Asn Phe 
130 135 140 
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Val 


Cys 


Asp 


Pro 


Ser 


Gin 


Leu 


Leu 


Asn 


Leu 


Ala Cys 


Ser Asp 


Ser 


Val 


145 










150 










155 






160 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Leu 


Asp 


Ser 


He Met 


Phe Gly 


Phe 


Leu 










165 










170 






175 




Pro 


He 


Ser 


Gly 


He 


Leu 


Leu 


Ser 


Tyr 


Ala 


Asn Asn 


Val Pro 


Ser 


He 








180 










185 






190 






Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Arg 


Lys 


Ser 


Lys Ala 


Phe Ser 


Thr 


Cys 






195 










200 








205 






Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Leu 


Phe 


Tyr Gly 


Thr Gly 


He 


Gly 




210 










215 








220 








Val 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 


Pro Arg Asn Gly Val 


Val 


225 










230 










235 






240 


Ala 


Ser 


Val 


Met 


Tyr 


Ala 


Val 


Val 


Thr 


Pro 


Met Leu 


Asn Pro 


Phe 


He 










245 










250 






255 




Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Gin 


Ser 


Ala Leu 


Trp Arg 


Leu 


Arg 








260 










265 






270 






Ser 


Arg 


Thr 


Val 


Glu 


Ser 


His 


Asp 















275 280 



<210> 1414 
<211> 308 
<212> PRT 

<213> Unknown (H38g331 protein) 
<220> 

<223> Synthetic construct 



<400> 1414 

Met Glu Thr Gin Asn Leu Thr Val Val Thr Glu Phe He Leu Leu Gly 

1 5 10 15 

Leu Thr Gin Ser Gin Asp Ala Gin Leu Leu Val Phe Val Leu Val Leu 

20 25 30 

He Phe Tyr Leu He He Leu Pro Gly Asn Phe Leu He He Phe Thr 

35 40 45 

He Lys Ser Asp Pro Gly Leu Thr Ala Pro Leu Tyr Phe Phe Leu Gly 

50 55 60 

Asn Leu Ala Leu Leu Asp Ala Ser Tyr Ser Phe He Val Val Pro Arg 
65 70 75 80 

Met Leu Val Asp Phe Leu Ser Glu Lys Lys Val He Ser Tyr Arg Ser 

85 90 95 

Cys He Thr Gin Leu Phe Phe Leu His Phe Leu Gly Ala Gly Glu Met 

100 105 110 

Phe Leu Leu Val Val Met Ala Phe Asp Arg Tyr He Ala He Cys Arg 

115 120 125 

Pro Leu His Tyr Ser Thr He Met Asn Pro Arg Ala Cys Tyr Ala Leu 

130 135 140 

Ser Leu Val Leu Trp Leu Gly Gly Phe He His Ser He Val Gin Val 
145 150 155 160 

Ala Leu He Leu His Leu Pro Phe Cys Gly Pro Asn Gin Leu Asp Asn 

165 170 175 

Phe Phe Cys Asp Val Pro Gin Val He Lys Leu Ala Cys Thr Asn Thr 

180 185 190 

Phe Val Val Glu Leu Leu Met Val Ser Asn Ser Gly Leu Leu Ser Leu 

195 200 205 

Leu Cys Phe Leu Gly Leu Leu Ala Ser Tyr Ala Val He Leu Cys Arg 

210 215 220 

He Arg Glu His Ser Ser Glu Gly Lys Ser Lys Ala He Ser Thr Cys 
225 230 235 240 

Thr Thr His He He He He Phe Leu Met Phe Gly Pro Ala He Phe 

245 250 255 

He Tyr Thr Cys Pro Phe Gin Ala Phe Pro Ala Asp Lys Val Val Ser 
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260 

Leu Phe His Thr Val lie Phe Pro 
275 280 
Leu Arg Asn Gin Glu Val Lys Ala 

290 295 
His Met Phe Cys 
305 



265 270 
Leu Met Asn Pro Val lie Tyr Thr 
285 

Ser Met Arg Lys Leu Leu Ser Gin 
300 



<210> 1415 
<211> 154 
<212> PRT 

<213> Unknown (H38g332 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) ... . (154) 

<223> Xaa = Any Amino Acid 



<400> 1415 


























Gly 


Met 


Arg 


Lys 


Glu 


Gin 


Ala 


Val 


Cys 


Gly Ser 


His 


Arg 


Met 


He 


Glu 


1 








5 










10 








15 




Met 


Met 


Cys 


Gly 


Pro 


Xaa 


Val 


Arg 


Leu 


Pro Gly 


Ser 


Asn 


Ala 


Gly 


Ser 








20 










25 








30 






Leu 


Leu 


Phe 


Thr 


His 


Leu 


He 


Leu 


Ala 


Cys Gly 


Ser 


Leu 


Leu 


Leu 


He 






35 










40 








45 








Pro 


Phe 


His 


Leu 


Gly 


Leu 


Val 


Ala 


Ser 


His Thr 


Ser 


He 


Phe 


Leu 


Thr 




50 










55 








60 










Val 


Leu 


His 


Met 


Lys 


Ser 


Pro 


Xaa 


Ser Arg Asn 


Lys 


Ala 


Leu 


Ala 


Asn 


65 










70 








75 










80 


Cys 


Ser 


Ser 


His 


Leu 


Ser 


Val 


Gly 


Leu 


Tyr Leu 


Gly Thr 


Val 


Cys 


Leu 










85 










90 








95 




lie 


Tyr 


Val 


Thr 


Gin 


Gly 


Phe 


Ser 


His 


He Pro 


Glu 


Gin 


Lys 


Gin 


Ala 








100 










105 








110 






Val 


Ser 


Val 


Phe 


Cys 


Thr 


Val 


Leu 


Thr 


Pro Met 


Leu 


Asn 


Pro 


Leu 


He 






115 










120 








125 








Tyr 


He 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Val 


Arg Ala 


Leu 


Gin 


Lys 


Val 


Leu 




130 










135 








140 










Gly 


Thr 


His 


Gin 


Val 


Ser 


Lys 


Gin 


Asn 


Thr 












145 










150 





















<210> 1416 
<211> 324 
<212> PRT 

<213> Unknown (H38g333 protein) 
<220> 

<223> Synthetic construct 



<400> 1416 



Met 


Ser 


Phe 


Phe 


Phe 


Val 


Asp 


Leu 


Arg Pro 


Met 


Asn 


Arg 


Ser 


Ala 


Thr 


1 








5 








10 










15 




His 


He 


Val 


Thr 


Glu 


Phe 


He 


Leu 


Leu Gly 


Phe 


Pro 


Gly Cys 


Trp 


Lys 








20 










25 








30 






He 


Gin 


He 


Phe 


Leu 


Phe 


Ser 


Leu 


Phe Leu 


Val 


He 


Tyr 


Val 


Leu 


Thr 






35 










40 








45 








Leu 


Leu 


Gly 


Asn Gly Ala 


He 


He 


Tyr Ala 


Val 


Arg 


Cys 


Asn 


Pro 


Leu 




50 










55 








60 










Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu Gly Asn 


Phe 


Ala 


Phe 


Leu 


Glu 



65 70 75 80 
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He 


Trp 


Tyr 


Val 


Ser 


Ser 


Thr 


He 


Pro 


Asn 


Met 


Leu 


Val 


Asn 


He 


Leu 










85 










90 










95 




Ser 


Lys 


Thr 


Lys 


Ala 


He 


Ser 


Phe 


Ser 


Gly 


Cys 


Phe 


Leu 


Gin 


Phe 


Tyr 








100 










105 










110 






Phe 


Phe 


Phe 


Ser 


Leu 


Gly 


Thr 


Thr 


Glu 


Cys 


Leu 


Phe 


Leu 


Ala 


Val 


Met 






115 










120 










125 








Ala 


Tyr 


Asp 


Arg 


Tyr 


Leu 


Ala 


He 


Cys 


His 


Pro 


Leu 


Gin 


Tyr 


Pro 


Ala 




130 










135 










140 










He 


Met 


Thr 


Val 


Arg 


Phe 


Cys 


Gly Lys 


Leu 


Val 


Ser 


Phe 


Cys 


Trp 


Leu 


145 










150 










155 










160 


He 


Gly 


Phe 


Leu 


Gly 


Tyr 


Pro 


He 


Pro 


He 


Phe 


Tyr 


He 


Ser 


Gin 


Leu 










165 










170 










175 




Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


He 


He 


Asp 


His 


Phe 


Leu 


Cys 


Asp 


Met 


Asp 








180 










185 










190 






Pro 


Leu 


Met 


Ala 


Leu 


Ser 


Cys 


Ala 


Pro 


Ala 


Pro 


He 


Thr 


Glu 


Cys 


He 






195 










200 










205 








Phe 


Tyr 


Thr 


Gin 


Ser 


Ser 


Leu 


Val 


Leu 


Phe 


Phe 


Thr 


Ser 


Met 


Tyr 


He 




210 










215 










220 










Leu 


Arg 


Ser 


Tyr 


He 


Leu 


Leu 


Leu 


Thr 


Ala 


Val 


Phe 


Gin 


Val 


Pro 


Ser 


225 










230 










235 










240 


Ala 


Ala 


Gly 


Arg 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Val 










245 










250 










255 




Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Gly 


Thr 


Val 


Met 


Val 


Met 


Tyr 


Val 


Ser 


Pro 








260 










265 










270 






Thr 


Tyr 


Gly 


He 


Pro 


Thr 


Leu 


Leu 


Gin 


Lys 


He 


Leu 


Thr 


Leu 


Val 


Tyr 






275 










280 










285 








Ser 


Val 


Thr 


Thr 


Pro 


Leu 


Phe 


Asn 


Pro 


Leu 


He 


Tyr 


Thr 


Leu 


Arg 


Asn 




290 










295 










300 










Lys 


Asp 


Met 


Lys 


Leu 


Ala 


Leu 


Arg 


Asn 


Val 


Leu 


Phe 


Gly Met 


Arg 


He 


305 










310 










315 










320 


Arg 


Gin 


Asn 


Ser 



























<210> 1417 
<211> 315 
<212> PRT 

<213> Unknown (H38g334 protein) 
<220> 

<223> Synthetic construct 



<400> 1417 



Met 


Ala 


Asn 


He 


Thr 


Arg 


Met 


Ala 


Asn 


His 


Thr 


Gly 




Leu 


Asp 


Phe 


1 








5 










10 










15 




He 


Leu 


Met 


Gly 
20 


Leu 


Phe 


Arg 


Arg 


Ser 
25 


Lys 


His 


Pro 


Ala 


Leu 
30 


Leu 


Ser 


Val 


Val 


He 


Phe 


Val 


Val 


Phe 


Leu 


Lys 


Ala 


Leu 


Ser 


Gly Asn Ala 


Val 






35 










40 










45 








Leu 


He 
50 


Leu 


Leu 


He 


His 


Cys 
55 


Asp 


Ala 


His 


Leu 


His 
60 


Ser 


Pro 


Met 


Tyr 


Phe 


Phe 


He 


Ser 


Gin 


Leu 


Ser 


Leu 


Met 


Asp 


Met 


Ala 


Tyr 


He 


Ser 


Val 


65 










70 










75 










80 


Thr 


Val 


Pro 


Lys 


Met 


Leu 


Leu Asp Gin Val 


Met 


Gly Val 


Asn Lys 


Val 










85 










90 










95 




Ser 


Ala 


Pro 


Glu 


Cys 


Gly Met 


Gin 


Met 


Phe 


Leu 


Tyr 


Leu 


Thr 


Leu 


Ala 








100 










105 










110 






Gly 


Ser 


Glu 
115 


Phe 


Phe 


Leu 


Leu 


Ala 
120 


Thr 


Met 


Ala 


Tyr 


Asp 
125 


Arg 


Tyr 


Val 


Ala 


He 
130 


Cys 


His 


Pro 


Leu 


Arg 
135 


Tyr 


Pro 


Val 


Leu 


Met 
140 


Asn 


His 


Arg 


Val 


Cys 


Leu 


Phe 


Leu 


Ala 


Ser 


Gly Cys 


Trp 


Phe 


Leu 


Gly 


Ser 


Val 


Asp 


Gly 
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145 










150 










155 










160 


Phe 


Met 


Leu 


Thr 


Pro 
165 


He 


Thr 


Met 


Ser 


Phe 
170 


Pro 


Phe 


Cys 


Arg 


Ser 
175 


Tro 

ST 


Glu 


He 


His 


His 
180 


Phe 


Phe 


Cys 


Glu 


Val 
185 


Pro 


Ala 


Val 


Thr 


He 
190 


Leu 


Ser 


Cys 


Ser 


Asp 
195 


Thr 


Ser 


Leu 


Tyr 


Glu 
200 


Thr 


Leu 


Met 


Tyr 


Leu 
205 


Cys 


Cys 


Val 


Leu 


Met 
210 


Leu 


Leu 


He 


Pro 


Val 
215 


Thr 


He 


He 


Ser 


Ser 
220 


Ser 


Tyr 


Leu 


Leu 


He 


Leu 


Leu 


Thr 


Val 


His 


Ara 


Met 


Asn 


Ser 


Ala 


Glu 


Gly Arg 


Lys 


Lys 


225 










230 










235 










240 


Ala 


Phe 


Ala 


Thr 


Cys 
245 


Ser 


Ser 


His 


Leu 


Thr 
250 


Val 


Val 


He 


Leu 


Phe 
255 


Tyr 


Gly 


Ala 


Ala 


Val 
260 


Tyr 


Thr 


Tyr 


Met 


Leu 
265 


Pro 


Ser 


Ser 


Tyr 


His 
270 


Thr 


Pro 


Glu 


Lys 


Asp 
275 


Met 


Met 


Val 


Ser 


Val 
280 


Phe 


Tyr 


Thr 


He 


Leu 
285 


Thr 


Pro 


Val 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Met 


Gly Ala 




290 










295 










300 










Leu 


Lys 


Lys 


Met 


Leu 


Thr 


Val 


Arg 


Phe 


Val 


Leu 












305 










310 










315 













<210> 1418 
<211> 253 
<212> PRT 

<213> Unknown (H38g335 protein) 
<220> . 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (253) 

<223> Xaa = Any Amino Acid 



<400> 1418 



Ser 


His 


Leu 


Ser 


Val 


He 


Asp 


Thr 


Leu 


Tyr 


He 


Ser 


Thr 


He 


Val 


Pro 


1 








5 










10 










15 




Lys 


Met 


Leu 


Val 


Asp 


Tyr 


Leu 


Met 


Gly Glu Gly 


Thr 


He 


Ser 


Phe 


He 








20 










25 










30 






Ala 


Cys 


Thr 


Ala 


Gin 


Cys 


Phe 


Leu 


Tyr 


Met Gly 


Phe 


Met 


Gly 


Ala 


Glu 






35 










40 










45 








Phe 


Phe 
50 


Leu 


Leu 


Gly 


Leu 


Met 
55 


Ala 


Tyr 


Asp 


Arg 


Tyr 
60 


Val 


Ala 


He 


Cys 


Asn 


Pro 


Leu 


Arg 


Tyr 


Pro 


Val 


Leu 


He 


Ser 


Trp Arg Val 


Cys 


Trp 


Met 


65 










70 










75 










80 


lie 


Leu 


Ala 


Ser 


Ser 


Trp 


Phe 


Gly Gly Ala 


Leu 


Asp 


Ser 


Phe 


Leu 


Leu 










85 










90 










95 




Thr 


Pro 


He 


Thr 
100 


Met 


Ser 


Leu 


Pro 


Phe 
105 


Cys 


Ala 


Ser 


His 


Gin 
110 


He 


Asn 


His 


Phe 


Phe 
115 


Cys 


Glu 


Ala 


Pro 


Thr 
120 


Met 


Leu 


Arg 


Leu 


Ala 
125 


Cys 


Gly 


Asp 


Lys 


Thr 
130 


Thr 


Tyr 


Glu 


Thr 


Val 
135 


Met 


Tyr 


Val 


Cys 


Cys 
140 


Val 


Ala 


Met 


Leu 


Leu 


He 


Pro 


Phe 


Ser 


Val 


Val 


Thr 


Ala 


Ser 


Tyr 


Thr 


Arg 


He 


Leu 


He 


145 










150 










155 










160 


Thr 


Val 


His 


Gin 


Met 


Thr 


Ser 


Ala 


Glu 


Gly Arg 


Lys 


Lys 


Ala 


Phe 


Ala 










165 










170 










175 




Thr 


Cys 


Ser 


Ser 


His 


Met 


Met 


Val 


Val 


Thr 


Leu 


Phe Tyr Gly Ala 


Ala 








180 










185 










190 






Leu 


Tyr 


Thr 
195 


Tyr 


Thr 


Leu 


Pro 


Gin 
200 


Ser 


Tyr 


His 


Thr 


Pro 
205 


He 


Lys 


Asp 
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Lys Val Phe Ser Ala Phe Tyr Thr lie Leu Thr Pro Leu Leu Asn Pro 

210 215 220 

Leu lie Tyr Ser Leu Arg Asn Arg Asp Val Met Gly Ala Leu Lys Arg 
225 230 235 240 

Val Val Ala Arg Cys Xaa Gly Thr Cys Gly Val Met Arg 
245 250 

<210> 1419 
<211> 285 
<212> PRT 

<213> Unknown <H38g336 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(285) 

<223> Xaa = Any Amino Acid 



<400> 1419 



Val 


Phe 


Ser 


Arg 


Thr 


Arn 


Val 




Leu 


Asn 


Cys 


Lys 


Arg 


He 


Phe 


Trp 




















10 










15 




Leu 


Thr 


Pro 


Val 
20 


Phe 


Phe 


Leu 


Ser 


Pro 

25 


Ser 


Cys 


Pro 


Ser 


Pro 
30 


He 


Ala 


Val 


Ser 


Lys 
35 


Ser 


Ala 


Val 


Ser 


Phe 
40 


Val 


Ser 


Gin 


Ser 


Arg 
45 


Arcr 


He 


Arg 


Phe 


Leu 


Gly Cys 


Asp 


He 


Gin 


Thr 


Tyr 


Val 


Phe 


Leu 


Ala 


Pro 


Gly Gly 




50 










55 










60 










Thr 


Glu 


Ala 


Leu 


Leu 


Phe 


Gly 


Phe 


Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


65 










70 










75 










80 


He 


Cys 


His 


Pro 


Leu 
85 


His 


Tyr 


Pro 


Met 


Leu 
90 


Met 


Ser 


Lys 


Lys 


He 
95 


Cys 


Cys 


Leu 


Met 


Val 


Ala 


Cys 


Ala 


Trp 


Ala 


Ser Gly 


Ser 


He 


Asn 


Ala 


Phe 








100 










105 










110 






He 


His 


Thr 
115 


Leu 


Tyr 


Val 


Phe 


Gin 
120 


Leu 


Pro 


Phe 


Cys 


Arg 
125 


Ser 


Arg 


Leu 


He 


Asn 
130 


His 


Phe 


Phe 


Cys 


Glu 
135 


Val 


Pro 


Ala 


Leu 


Leu 
140 


Ser 


Leu 


Val 


Cys 


Gin 


Asp 


Thr 


Ser 


Gin 


Tyr 


Glu 


Tyr 


Thr 


Val 


Leu 


Leu 


Ser 


Gly 


Leu 


He 


145 










150 










155 










160 


He 


Leu 


Leu 


Leu 


Pro 


Phe 


Leu 


Ala 


He 


Leu 


Ala 


Ser 


Tyr 


Ala 


Arg Val 










165 










170 










175 




Leu 


He 


Val 


Val 


Phe 


Gin 


Met 


Ser 


Ser 


Gly 


Lys 


Gly Gin 


Ala 


Lys 


Ala 








180 










185 










190 






Val 


Ser 


Thr 
195 


Cys 


Ser 


Ser 


His 


Leu 
200 


He 


Val 


Ala 


Ser 


Leu 
205 


Phe 


Tyr 


Ala 


Thr 


Thr 


Leu 


Phe 


Thr 


Tyr 


Thr 


Arg 


Pro 


His 


Ser 


Leu Arg 


Ser 


Pro 


Ser 




210 










215 










220 










Arg 


Asp 


Lys 


Ala 


Val 


Ala 


Val 


Phe 


Tyr 


Thr 


He 


Val 


Thr 


Pro 


Leu 


Leu 


225 










230 










235 










240 


Asn 


Pro 


Phe 


He 


Tyr 
245 


Ser 


Leu 


Arg 


Asn 


Lys 
250 


Glu 


Val 


Thr 


Gly 


Ala 
255 


Val 


Arg 


Arg 


Leu 


Leu 


Gly 


Tyr 


Trp 


He 


Cys 


Cys 


Arg 


Lys 


Tyr 


Asp 


Phe Arg 








260 










265 










270 






Ser 


Leu 


Tyr 
275 


Xaa 


Leu 


Ser 


He 


Asn 
280 


Asn 


He 


Lys 


Ser 


Cys 
285 









<210> 1420 
<211> 271 
<212> PRT 

<213> Unknown (H3 8g337 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (271) 

<223> Xaa = Any Amino Acid 

<400> 1420 

Arg Arg Asp lie Phe Tyr Phe Ala Phe lie Cys Ser Tyr Ser Xaa Leu 

15 10 15 

Thr Leu Arg Ser Phe Val Tyr Leu Phe lie Arg Pro Ser lie His Pro 

20 25 30 

Ser lie His Ser Ala lie Leu Leu Phe Asn Ser Asp Leu Leu Asn Ser 

35 40 45 

Leu Leu Cys Ser Ser lie Phe Asp Met Pro His Asp Val Gin Gin Xaa 

50 55 60 

Leu Leu Leu Lys Ser Xaa Phe Leu Val Ser His Cys Phe Ser Leu Val 
65 70 75 80 

Leu Tyr Leu Leu Leu Leu Xaa Leu Arg Thr Glu Lys Ser lie Glu Lys 

85 90 95 

lie Leu Leu Pro Gly Tyr Gly Thr Leu Leu Ser Met Ala lie Ser Tyr 

100 105 110 

Cys Leu Cys Val Phe Gly Leu Ser Asn Pro Ala Ala Cys Val Tyr Ala 

115 120 125 

Gin Xaa Cys Ser Trp Asn Lys Met Val Trp Phe Leu Phe Gin Glu Val 

130 135 140 

Leu Pro Ser Leu Phe Xaa Leu Arg lie Gly Leu Pro Arg Cys lie Thr 
145 150 155 160 

Ser Leu Thr Leu Tyr Ser Cys Asp Phe Phe Leu Met lie Gly Gin lie 

165 170 175 

Cys Thr Lys Lys Ser Lys lie lie Tyr Tyr lie Met Pro Phe Leu Leu 

180 185 190 

Leu Phe Met Pro Asp Xaa lie Phe Leu Val Leu Gin Cys Pro Leu Leu 

195 200 205 

lie Ser lie Asn Lys Xaa Pro Phe Pro Asn Leu Leu Lys Ser Pro Cys 

210 215 220 

Gly lie Gly His Leu Ser Val Asp Ser lie Ser Ser Pro Ser Phe Phe 
225 230 235 240 

Cys Leu Pro Val Cys Pro Ser lie Tyr Pro Ser Thr Xaa Leu Phe Val 

245 250 255 

Arg Ser Thr Met lie Xaa Xaa lie Pro Thr Tyr Cys Asp Pro lie 
260 265 270 

<210> 1421 
<211> 310 
<212> PRT 

<213> Unknown (H38g338 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(310) 

<223> Xaa = Any Amino Acid 

<400> 1421 

Met Ser Leu Ala Glu Gly Asn Gin Ser Ser Gly Ala Val Phe Thr Leu 

1 5 10 15 

Leu Gly Phe Ser Glu Tyr Ala Asp Leu Gin Val Pro Leu Phe Leu Val 
20 25 30 
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Phe Leu 


Thr 


He 


Tyr 


Thr 


He 


Thr 


Val 


Leu 


Gly Asn 


Leu 


Gly 


Met 


He 




35 










40 










45 








Met lie 


He 


Arg 


He 


Asn 


Pro 


Lys 


Leu 


His 


Thr 


Arg 


Met 


Tyr 


Phe 


Phe 


50 










55 










60 










Leu Ser 


His 


Leu 


Ser 


Phe 


Val 


Asp 


Phe 


Cys 


Tyr 


Ser 


Thr 


Thr 


Val 


Thr 


65 








70 










75 










80 


Pro Lys 


Leu 


Leu 


Glu 


Asn 


Leu 


Val 


Val 


Glu 


Asp 


Arg 


Thr 


He 


Ser 


Phe 








85 










90 










95 




Thr Gly Cys 


He 


Met 


Gin 


Phe 


Phe Leu Ala Cys 


He 


Cys 


Ala 


Val 


Ala 






100 










105 










110 






Glu Thr 


Phe 


Met 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


Xaa 


Tyr 


Val 


Ala 


Val 




115 










120 










125 








Cys Asn 


Pro 


Leu 


Leu 


Tyr 


Thr 


Val 


Val 


Arg 


Ser 


Gin 


Lys 


Leu 


Cys 


Ala 


130 










135 










140 










Ser Leu 


Val 


Ala 


Gly 


Pro 


Tyr 


Thr 


Trp 


Gly 


He 


He 


Ser 


Ser 


Leu 


Thr 


145 








150 










155 










160 


Leu Thr 


Tyr 


Phe 


Leu 


Leu 


Ser 


Leu 


Ser 


Phe 


Cys 


Gly 


Ser 


Asn 


He 


He 








165 










170 










175 




Asn Asn 


Phe 


Val 


Cys 


Glu 


His 


Ser 


Val 


He 


He 


Ser 


Val 


Ser 


Cys 


Ser 






180 










185 










190 






Asp Pro 


Tyr 


He 


Ser 


Gin 


Met 


Leu 


Cys 


Phe 


Val 


He 


Ala 


He 


Phe 


Asn 




195 










200 










205 








Glu Val 


Ser 


Ser 


Leu Gly Val 


He 


Leu 


Thr 


Thr 


Tyr 


He 


Phe 


He 


Phe 


210 










215 










220 










lie Ala 


Val 


He 


Lys 


Met 


Pro 


Ser 


Ala 


Val 


Gly His 


Gin 


Lys 


Ala 


Phe 


225 








230 










235 










240 


Ser Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


He 


Thr 


He 


Phe 


His 


Gly Thr 








245 










250 










255 




Val Leu 


Phe 


Leu 


Tyr 


Cys 


Val 


Pro 


Asn 


Ser 


Lys 


Asn 


Ser 


Trp 


Leu 


He 






260 










265 










270 






Val Lys 


Val 


Gly 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


He 


He 


Pro 


Thr 


Leu 


Asn 




275 










280 










285 








Pro Leu 


Thr 


Tyr 


Ser 


Leu Arg Asn 


Lvs 


Asp 


Val 


Lys 


Glu 


Met 


Phe 


Glu 


290 










295 










300 










Ser Xaa 


Xaa 


He 


Thr 


Gin 






















305 








310 






















<210> 1422 




























<211> 217 




























<212> PRT 




























<213> Unknown <H3 8g3 39 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


(217) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1422 




























Phe Leu 


Val 


Leu 


Phe 


Ala 


Cys 


He 


Glu 


Asp 


Met 


Phe 


Leu 


Thr 


Val 


Met 


1 






5 










10 










15 




Ala Tyr 


Asp 


Cys 


Phe 


He 


Ala 


He 


Cys 


His 


Pro 


Leu 


His 


Tyr 


Pro 


Val 






20 










25 










30 






He Val 


Asn 


Pro 


His 


Leu 


Cys 


Val 


Phe 


Phe 


He 


Leu 


Val 


Ser 


Phe 


Phe 




35 










40 










45 








Leu Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


His 


Ser 


Trp 


He 


Val 


Leu 


Gin 


Phe 


50 










55 










60 










Thr He 


He 


Lys 


Asn 


Val 


Glu 


Val 


Ser 


Asn 


Phe 


Val 


Cys 


Asp 


Pro 


Ser 


65 








70 










75 










80 


Gin Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 


Asp 


Ser 


Val 


He 


Asn 


Ser 


He 


Phe 
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He 


Tyr 


Phe 


Asp 
100 


Asn 


Thr 


Met 


Phe 


Gly 
105 


Phe 


Leu 


Pro 


He 


Ser 
110 


Gly 


He 


Leu 


Trp 


Ser 
115 


Tyr 


Tyr 


Lys 


He 


Val 
120 


Pro 


Tyr 


He 


Leu 


Arg 
125 


He 


Ser 


Ser 


Ser 


Asp 
130 


Gly 


Lys 


Tyr 


Lys 


Ala 
135 


Phe 


Ala 


Thr 


Cys 


Gly 
140 


Ser 


His 


Leu 


Ala 


Val 


Ala 


Cys 


Xaa 


Phe 


Tyr 


Gly 


Thr 


Gly 


He 


Gly Met 


Tyr 


Leu 


Thr 


Ser 


145 










150 










155 










160 


Ala 


Val 


Ser 


Pro 


Pro 


Pro 


Arg 


Asn 


Gly Val 


Val 


Ala 


Ser 


Val 


Met 


Tyr 










165 










170 










175 




Ala 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Leu 


Phe 


He 


Tyr 


Ser 


Leu Arg 


Asn 








180 










185 










190 






Arg Asp 


He 


Gin 


Ser 


Ala 


Leu 


Arg 


Arg 


Leu 


Arg 


Pro 


Arg 


Thr 


Val 


Glu 






195 










200 










205 








Ser 


His 
210 


Asp 


Leu 


Phe 


His 


Pro 
215 


Phe 


Ser 

















<210> 1423 
<211> 311 
<212> PRT 

<213> Unknown (H38g340 protein) 
<220> 

<223> Synthetic construct 



<400> 1423 



Met 


Gly 


Lys 


Glu 


Asn 


Cys 


Thr 


Thr 


Val 


Ala 


Glu 


Phe 


He 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Ser Asp 


Val 


Pro 


Glu 


Leu 


Arg 


Val 


Cys 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 








20 










25 










30 






Leu 


He 


Tyr 


Gly Val 


Thr 


Leu 


Leu 


Ala 


Asn 


Leu 


Gly Met 


Thr 


Ala 


Leu 






35 










40 










45 








He 


Gin 
50 


Val 


Ser 


Ser 


Arg 


Leu 
55 


His 


Thr 


Pro 


Val 


Tyr 
60 


Phe 


Phe 


Leu 


Ser 


His 


Leu 


Ser 


Phe 


Val 


Asp 


Phe 


Cys 


Tyr 


Ser 


Ser 


He 


He 


Val 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Ala 


Asn 


He 
85 


Phe 


Asn 


Lys 


Asp 


Lys 
90 


Ala 


He 


Ser 


Phe 


Leu 
95 


Gly 


Cys 


Met 


Val 


Gin 


Phe 


Tyr 


Leu 


Phe 


Cys 


Thr 


Cys 


Gly Val 


Thr 


Glu 


Val 








100 










105 










110 






Phe 


Leu 


Leu 
115 


Ala 


Val 


Met 


Ala 


Tyr 
120 


Asp 


Arg 


Phe 


Val 


Ala 
125 


He 


Cys 


Asn 


Pro 


Leu 
130 


Leu 


Tyr 


Met 


Val 


Thr 
135 


Met 


Ser 


Gin 


Lys 


Leu 
140 


Arg 


Val 


Glu 


Leu 


Thr 


Ser 


Cys 


Cys 


Tyr 


Phe 


Cys 


Gly Thr Val 


Cys 


Ser 


Leu 


He 


His 


Ser 


145 










150 










155 










160 


Ser 


Leu 


Ala 


Leu Arg 


He 


Leu 


Phe 


Tyr 


Arg 


Ser 


Asn 


Val 


He 


Asn 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 
180 


Leu 


Pro 


Pro 


Leu 


Leu 
185 


Ser 


Leu 


Ala 


Cys 


Ser 
190 


Asp 


Val 


Thr 


Val 


Asn 
195 


Glu 


Thr 


Leu 


Leu 


Phe 
200 


Leu 


Val 


Ala 


Thr 


Leu 
205 


Asn 


Glu 


Ser 


Val 


Thr 
210 


He 


Met 


He 


He 


Leu 
215 


Thr 


Ser 


Tyr 


Leu 


Leu 
220 


He 


Leu 


Thr 


Thr 


He 


Leu 


Lys 


He 


His 


Ser 


Ala 


Glu 


Ser 


Arg 


His 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


He 


Thr 


Val 


Ser 


His 


Gly Thr 


He 


Leu 










245 










250 










255 




Tyr 


He 


Tyr 


Cys 


Arg 


Pro 


Ser 


Ser 


Gly Asn 


Ser 


Gly Asp Val 


Asp 


Lys 
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Val Ala Thr Val Phe Tyr Thr Val 
275 280 
lie Tyr Ser Leu Arg Asn Lys Asp 

290 295 
Met Gly Ser Lys lie His Ser 
305 310 



Val lie Pro Met Leu Asn Pro Leu 
285 

Val Asn Lys Ala Leu Arg Lys Val 
300 



<210> 1424 
<211> 321 
<212> PRT 

<213> Unknown (H38g341 protein) 



<220> 

<223> Synthetic construct 



<400> 1424 



Met 


Phe 


Leu 


Thr 


Glu 


Arg 


Asn 


Thr 


Thr 


Ser 


Glu 


Ala 


Thr 


Phe 


Thr 


Leu 


1 








5 










10 










15 




Leu 


Gly 


Phe 


Ser 


Asp 


Tyr 


Leu 


Glu 


Leu 


Gin 


He 


Pro 


Leu 


Phe 


Phe 


Val 








20 










25 










30 






Phe 


Leu 


Ala 


Val 


Tyr 


Gly 


Phe 


Ser 


Val 


Val 


Gly Asn 


Leu 


Gly Met 


He 






35 










40 










45 








Val 


He 


He 


Lys 


He 


Asn 


Pro 


Lys 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 




50 










55 










60 










Leu 


Asn 


His 


Leu 


Ser 


Phe 


Val 


Asp 


Phe 


Cys 


Tyr 


Ser 


Ser 


He 


He 


Ala 


65 










70 










75 










80 


Pro 


Met 


Met 


Leu 


Val 


Asn 


Leu 


Val 


Val 


Glu 


Asp 


Arg 


Thr 


He 


Ser 


Phe 










85 










90 










95 




Ser 


Gly 


Cys 


Leu 


Val 


Gin 


Phe 


Phe 


Phe 


Phe 


Cys 


Thr 


Phe 


Val 


Val 


Thr 








100 










105 










110 






Glu 


Leu 


He 


Leu 


Phe 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


His 


Phe 


Val 


Ala 


-Lie 






115 










120 










125 








Cys 


Asn 


Pro 


Leu 


Leu 


Tyr 


Thr 


Val 


Ala 


He 


Ser 


Gin 


Lys 


Leu 


Cys 


Ala 




130 










135 










140 










Met 


Leu 


Val 


Val 


Val 


Leu 


Tyr 


Ala 


Trp Gly Val 


Ala 


Cys 


Ser 


Leu 


Thr 


145 










150 










155 










160 


Leu 


Ala 


Cys 


Ser 


Ala 


Leu 


Lys 


Leu 


Ser 


Phe 


His 


Gly 


Phe 


Asn 


Thr 


He 








165 










170 










175 




Asn 


His 


Phe 


Phe 


Cys 


Glu 


Leu 


Ser 


Ser 


Leu 


He 


Ser 


Leu 


Ser 


Tyr 


Pro 








180 










185 










190 






Asp 


Ser 


Tyr 


Leu 


Ser 


Gin 


Leu 


Leu 


Leu 


Phe 


Thr 


Val 


Ala 


Thr 


Phe 


Asn 






195 










200 










205 








Glu 


He 


Ser 


Thr 


Leu 


Leu 


He 


He 


Leu 


Thr 


Ser 


Tyr 


Ala 


Phe 


He 


He 




210 










215 










220 










Val 


Thr 


Thr 


Leu 


Lys 


Met 


Pro 


Ser 


Ala 


Ser 


Gly His 


Arg 


Lys 


Val 


Phe 


225 










230 










235 










240 


Ser 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


He 


Thr 


He 


Phe 


His 


Gly 


Thr 








245 










250 










255 




He 


Leu 


Phe 


Leu 


Tyr 


Cys 


Val 


Pro 


Asn 


Ser 


Lys 


Asn 


Ser Arg 


His 


Thr 








260 










265 










270 






Val 


Lys 


Val 


Ala 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val 


He 


Pro 


Leu 


Leu 


Asn 






275 










280 










285 








Pro 


Leu 


lie 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Asp 


Ala 


He 


Arg 




290 










295 










300 










Lys 


He 


He 


Asn 


Thr 


Lys 


Tyr 


Phe 


His 


He 


Lys 


His 


Arg 


His 


Trp 


Tyr 
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<210> 1425 
<211> 101 
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<212> PRT 

<213> Unknown (H38g342 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (101) 

<223> Xaa = Any Amino Acid 

<400> 1425 



Cys 


Cys 


Pro 


Leu 


His 


His 


His 


Tyr 


Leu 


Pro 


Arg 


Gin 


Ser 


Leu 


Asp 


Gin 


1 








5 










10 










15 




Leu 


Thr 


Tyr 


Leu 
20 


He 


Ala 


Leu 


He 


Phe 
25 


Asn 


Phe 


Leu 


Phe 


Val 
30 


Phe 


Gly 


Leu 


Gin 


Ser 
35 


Ser 


Phe 


He 


Phe 


Leu 
40 


Lys 


Ala 


Xaa 


Gin 


Cys 
45 


Phe 


Pro 


Lys 


Asp 


He 
50 


His 


Tyr 


He 


Phe 


Val 
55 


Lys 


Ala 


Arg 


Arg 


Ala 
60 


Ser 


Gly 


Tyr 


Leu 


Thr 


Tyr 


His 


He 


Ala 


Gly 


Asn 


Arg 


Ser 


Xaa 


Thr 


Val 


Phe 


Phe 


Leu 


Val 


65 










70 










75 










80 


Cys 


Asn 


Cys 


His 


Tyr 
85 


Tyr 


Gly 


Asp 


Asp 


He 
90 


Gly 


Xaa 


Val 


Xaa 


He 
95 


Phe 


Tyr 


Val 


Asn 


He 


Leu 

























100 



<210> 1426 
<211> 319 
<212> PRT 

<213> Unknown (H38g343 protein) 
<220> 

<223> Synthetic construct 



<400> 1426 



Met 


Pro 


Val 


Gly 


Lys 


Leu 


Val 


Phe 


Asn 


Gin 


Ser 


Glu 


Pro 


Thr 


Glu 


Phe 


1 








5 










10 










15 




Val 


Phe 


Arg 


Ala 
20 


Phe 


Thr 


Thr 


Ala 


Thr 
25 


Glu 


Phe 


Gin 


Val 


Leu 
30 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 


Leu 


Leu 


Tyr 


Leu 


Met 


He 


Leu 


Cys 


Gly Asn 


Thr 


Ala 






35 










40 










45 








He 


He 
50 


Trp 


Val 


Val 


Cys 


Thr 
55 


His 


Ser 


Thr 


Leu 


Arg 
60 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Phe 


Leu 


Glu 


Leu 


Cys 


Tyr 


Thr 


Thr 


Val 


65 










70 










75 










80 


Val 


Val 


Pro 


Leu 


Met 


Leu 


Ser 


Asn 


He 


Leu Gly 


Ala 


Gin 


Lys 


Pro 


He 










85 










90 










95 




Ser 


Leu 


Ala 


Gly 
100 


Cys 


Gly 


Ala 


Gin 


Met 
105 


Phe 


Phe 


Phe 


Val 


Thr 
110 


Leu 


Gly 


Ser 


Thr 


Asp 
115 


Cys 


Phe 


Leu 


Leu 


Ala 
120 


He 


Met 


Ala 


Tyr 


Asp 
125 


Arg 


Tyr 


Val 


Ala 


He 
130 


Cys 


His 


Pro 


Leu 


His 
135 


Tyr 


Thr 


Leu 


He 


Met 
140 


Thr 


Arg 


Glu 


Leu 


Cys 


Thr 


Gin 


Met 


Leu 


Gly 


Gly 


Ala 


Leu 


Gly Leu 


Ala 


Leu 


Phe 


Pro 


Ser 


145 










150 










155 










160 


Leu 


Gin 


Leu 


Thr 


Ala 
165 


Leu 


He 


Phe 


Thr 


Leu 
170 


Pro 


Phe 


Cys 


Gly 


His 
175 


His 


Gin 


Glu 


He 


Asn 
180 


His 


Phe 


Leu 


Cys 


Asp 
185 


Val 


Pro 


Pro 


Val 


Leu 
190 


Arg 


Leu 


Ala 


Cys 


Ala 
195 


Asp 


He 


Arg 


Val 


His 
200 


Gin 


Ala 


Val 


Leu 


Tyr 
205 


Val 


Val 


Ser 
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He 


Leu 
210 


Val 


Leu 


Thr 


He 


Pro 
215 


Phe 


Leu 


Leu 


He 


Cys 
220 


Val 


Ser 


Tyr 


Val 


Phe 


He 


Thr 


Cys 


Ala 


He 


Leu 


Ser 


He 


Arg 


Ser 


Ala 


Glu 


Gly 


Arg 


Arg 


225 










230 










235 










240 


Arg 


Ala 


Phe 


Ser 


Thr 
245 


Cys 


Ser 


Phe 


His 


Leu 
250 


Thr 


Val 


Val 


Leu 


Leu 
255 


Gin 


Tyr 


Gly 


Cys 


Cys 
260 


Ser 


Leu 


Val 


Tyr 


Leu 
265 


Arg 


Pro 


Arg 


Ser 


Ser 
270 


Thr 


Ser 


Glu Asp 


Glu 


Asp 


Ser 


Gin 


He 


Ala 


Leu 


Val 


Tyr 


Thr 


Phe 


Val 


Thr 


Pro 






275 










280 










285 








Leu 


Leu 


Asn 


Pro 


Leu 


Leu 


Tyr 


Ser 


Leu 


Arg Asn 


Lys 


Asp 


Val 


Lys 


Gly 




290 










295 










300 










Ala 


Leu 


Arg 


Ser 


Ala 


He 


He 


Arg 


Lys 


Ala 


Ala 


Ser 


Asp 


Ala 


Asn 
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<210> 1427 
<211> 208 
<212> PRT 

<213> Unknown (H38g344 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (208) 

<223> Xaa = Any Amino Acid 



<400> 1427 



Met 


Glu 


Leu 


Glu 


Asn 


Gly 


Thr 


Val 


Lys 


Thr 


Gly 


Phe 


Phe 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Phe 


Ser 


Asp 


His 
20 


Leu 


Glu 


Leu 


Gin 


Ser 
25 


Leu 


Leu 


Phe 


Ala 


Glu 
30 


Phe 


Phe 


Ser 


He 


Ty r 


Ser 


Val 


Thr 


Leu 


Met 


Gly Asn 


Leu 


Gly 


Met 


He 


Leu 


Leu 






35 










40 










45 








He 


Thr 
50 


He 


Ser 


Ser 


His 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Phe 


Leu 


Cys 


Val 


Leu 


Ser 


Phe 


He 


Asp 


Ala 


Cys 


Tyr 


Ser 


Ser 


Val 


He 


Ala 


Pro 


Lys 


65 










70 










75 










80 


Leu 


Leu 


Val 


Asn 


Leu 
85 


Val 


Ser 


Glu 


Lys 


Lys 
90 


Thr 


He 


Ser 


Tyr 


Asn 
95 


Gly 


Cys 


Val 


Ala 


Gin 


Leu 


Tyr 


Phe 


Phe Cys 


Ser 


Leu 


Val 


Asp 


Thr 


Glu 


Ser 








100 










105 










110 






Phe 


Leu 


Leu 
115 


Ala 


Ala 


Met 


Ala 


Xaa 
120 


Asp 


Arg 


Tyr 


He 


Ala 
125 


He 


Cys 


Asn 


Pro 


Leu 
130 


Leu 


Tyr 


Thr 


Val 


He 
135 


Met 


Ser 


Lys 


Lys 


Val 
140 


Cys 


Cys 


Gin 


Leu 


Ala 


He 


Gly 


Ala 


Phe 


Leu 


Gly 


Gly Thr 


Met 


Ser 


Ser 


He 


He 


His 


Thr 


145 










150 










155 










160 


Thr 


Asn 


Thr 


Phe' 


His 
165 


Leu 


Ser 


Phe 


Cys 


Ser 
170 


Arg 


Asp 


He 


Asn 


His 
175 


Phe 


Phe 


Cys 


Asp 


He 
180 


Ser 


Pro 


Leu 


Phe 


Ser 
185 


Leu 


Ser 


Cys 


Thr 


Asp 
190 


Thr 


Tyr 


Met 


His 


Asp 
195 


He 


He 


Leu 


Val 


Val 
200 


Phe 


Ala 


Ser 


Phe 


Val 
205 


Glu 


Ala 


He 



<210> 1428 
<211> 321 
<212> PRT 

<213> Unknown (H3 8g345 protein) 
<220> 
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<223> Synthetic construct 



<221> VARIANT 

<222> (1) . . . (321) 

<223> Xaa = Any Amino Acid 



<400> 1428 




























His 


Thr 


Glu 


Pro 


Arg 


Asn 


Leu 


Thr 


Gly Val 


Ser 


Glu 


Phe 


Leu 


Leu 


Leu 


1 
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10 










15 




Gly Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Pro 


Gly 


Leu 


Ser 








20 










25 
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Leu 


Ser 


Met 


Tvr 


Leu 


Leu 


Thr 


Val 


Leu 


Arg Asn 


Leu 


Leu 


He 


He 


Leu 
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40 










45 








Ala 


Val 


Ser 


Ser 


Asp 


Ser 


His 


Leu 


His 


X XXX 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Asn 


Pro 


Ser 


Tm 


Ala 


Asp 


He 


Ala 




X XIX 




Ala 


Thr 


VAX 


Xr X \J 


65 










70 
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Lys 


Met 
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Val 


Asp 


Met 


Gin 


Ser 


His 


Arg 


val 


He 


Ser 


Tyr 


Ala 
Ala 


Cor 










85 
























Cys 


Leu 


Thr 


Gin 




OtrX 


i lie 


rxic 


Ala 


Leu 


rile 


nid 


Cys 


He 




Asp 








100 










1 OS 

J. \J ^ 










110 






Met 


Leu 


Leu 


lie 


Val 




Al a 


Tyr 


Asp 


Arg 


rue 


v ax 


Ala 


Val 


Cys 


rlxS 






115 










ion 

X^ VI 










125 








Ser 


Pro 


His 


1 y x 


Pro 




Tip 




Asn 


rro 


Arg 


Leu 


Gly Val 


■fixe 


xrxie 




130 










IIS 
X J J 
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Val 


Leu 


Val 


O fc- -L- 




xrlltr 


Leu 




Leu 


L6U 


Asp 


Ser 


Gin 


Leu 


His 


Ser 


145 










1 Rfl 










155 










160 


Trp 


Thr 


Val 


Leu 






X XIX 




Phe 


Lys 


Asn 


val 


Glu 


He 


Ser 


Asn 










X O -J 










170 










175 




Phe 


Val 


Cys 


Asp 


Pro 


Ser 


Gin 




Leu 


Asn 


Leu 


Al ^ 


Cys 


Ser 


Asp 


Ser 








X O \J 










185 










190 






Val 


He 


Asp 


Ser 


He 


Phe 


He 


xyx 


Leu 


Asp 


Ser 


X XIX 


Met 


Phe 


Arg 


Phe 






195 










200 










205 








Leu 


Pro 


He 


Ser 


Gly 


He 


Leu 


Leu 


Ser 


Tyr 


Ser 


Asn 


He 


Val 


Pro 


Ser 




210 










215 










220 










lie 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Gly 


Lys 


Ser 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Arg 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Leu 


Phe 


Tyr 


Gly 


Thr 


Gly 


He 










245 










250 










255 




Gly Val 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ala 


Pro 


Pro 


Pro 


Gly Asp 


Gly Val 








260 










265 










270 






Val 


Val 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Phe 






275 










280 










285 








lie 


Tyr 


Cys 


Leu 


Arg Asn Arg 


Asp 


He 


Gin 


Ser 


Ala 


Leu 


Trp Arg 


Leu 




290 










295 










300 










Arg 


Ser 


Arg 


Thr 


Val 


Glu 


Ser 


Pro 


Xaa 


Ser 


Val 


Pro 


Ser 


Phe 


Phe 


Leu 



305 310 315 320 

Cys 



<210> 1429 
<211> 310 
<212> PRT 

<213> Unknown (H38g346 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (310) 

<223> Xaa = Any Amino Acid 
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<400> 1429 



Glu 


Lys 


Asn 


Leu 


He 


Ser 


Met 


Asn 


Gly 


Phe 


Met 


Asn 


Phe 


Thr 


Asp 


Tyr 


1 








5 










10 










15 




Pro 


Glu 


Leu 


Glu 


Met 


Pro 


Leu 


Phe 


Leu 


Val 


Phe 


Leu 


Ser 


Cys 


Phe 


Leu 








20 










25 










30 






Ala 


He 


He 


Leu 


Arg 


Asn 


Met 


Glu 


Trp 


Val 


He 


Leu 


Thr 


Gin 


Val 


Asn 






35 










40 










45 








Val 


His 


Leu 


Phe 


Thr 


Pro 


He 


Tyr 


Phe 


Phe 


Leu 


Thr 


Asn 


Val 


Thr 


Leu 




50 










55 










60 










Trp Asp 


Thr 


Ser 


Val 


He 


Met 


Pro 


Gin 


He 


Leu 


Ala 


He 


Leu 


Ala 


Thr 


65 










70 










75 










80 


Gly Lys 


Thr 


Thr 


He 


Ser 


Tyr 


Val 


Pro 


Leu 


He 


Lys 


Ala 


Met 


Arg 


Ser 










85 










90 










95 




Phe 


Phe 


Phe 


He 


Cys 


Val 


Gly 


Thr 


Xaa 


Cys 


Phe 


Leu 


Pro 


Thr 


Ala 


Met 








100 










105 










110 






Thr 


He 


Ser 


Ser 


His 


Cys 


Pro 


Thr 


Leu 


Gin 


Ala 


Met 


Asn 


Phe 


Lys 


Thr 






115 










120 










125 








Cvs 




Gly 


Phe 


Phe 


Leu 


Val 


Gly 


He 


Cys 


Cys 


Cys 


Thr 


Cys 


Trp Val 




130 










135 










140 










Leu 




Val 


Asn 


Val 


Val 


Asn 


Ala 


Tyr 


Thr 


Xaa 


Gly Leu 


Ser 


Gly Ala 


145 










150 










155 










160 


Thr 


Phe 


Asn 


Thr 


He 


Cys 


Thr 


Phe 


Ala 


Arg 


Phe 


Phe 


Cys 


Asp 


Asp 


Asn 










165 










170 










175 




Xaa 


He 


Lys 


Phe 


Cys 


His 


He 


Leu 


Pro 


Leu 


Leu 


Lys 


Leu 


He 


Xaa 


Asn 








180 










185 










190 






Thr 


Ser 


Gly 


Asn 


Ser 


Lys 


He 


He 


He 


Val 


He 


Leu 


Thr 


Ala 


Phe 


Met 






195 










200 










205 








lie 


He 


Ala 


Gly 


Thr 


Arg 


Val 


He 


Leu 


He 


Ser 


Tyr 


Leu 


Leu 


He 


He 




210 










215 










220 










Arg 


Ala 


Leu 


Arg 


Met 


Lys 


Ser 


Ser 


Ser 


Gly Arg 


Ser 


Gin 


Xaa 


Phe 


Tyr 


225 










230 










235 










240 


Pro 


Ser 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


Met 


Thr 


Phe 


Phe Gly 


He 










245 










250 










255 




Pro 


He 


Phe 


Arg 


His 


Val 


Lys 


Tyr 


Leu 


Arg 


Xaa 


He 


Thr 


Asp 


Arg 


Arg 








260 










265 










270 






Gin 


Val 


Gly 


He 


Met 


Thr 


Cys 


Thr 


He 


Phe 


He 


Pro 


Met 


Leu 


Glu 


Leu 






275 










280 










285 








Leu 


He 


Gin 


Ser 


Leu 


Lys 


Lys 


Asp 


He 


Gin 


Val 


Ala 


Phe 


Lys 


Lys 


Ala 




290 










295 










300 










lie 


Gly 


Asn 


Phe 


Trp 


Val 






















305 










310 























<210> 1430 
<211> 336 
<212> PRT 

<213> Unknown (H38g347 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (336) 

<223> Xaa = Any Amino Acid 



<400> 1430 

Ser Thr Asp Pro Gin Asn Leu Thr Asp Val Ser He Phe Leu Leu Arg 

1 5 10 15 

Gly Thr Ser Glu Asp Pro Glu Trp Gin Leu Val Leu Ala Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Thr Val Leu Gly Asn Leu Leu He He Leu 
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35 40 45 

Ala Val Ser Pro Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp He Gly Phe Thr Ser Thr Thr Val Ala 
65 70 75 80 

Lys Met He Val Asp He Gin Ser His Ser Arg Val He Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Pro Phe Ala He Phe Gly Val Met Glu 

100 105 110 

Glu Asn Thr Leu Leu Ser Val Met Ala Ser Asp Arg Phe Val Ala He 

115 120 125 

Cys His Pro Leu Tyr His Ser Ala lie Met Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Leu Val Leu Leu Ser Phe Phe Phe Phe Cys Cys Leu Leu Asp Ala 
145 150 155 160 

Gin Leu His Asn Leu He Ala Leu Gin Met Thr Cys Phe Lys Asp Val 

165 170 175 

Glu He Pro Asn Phe Phe Trp Asp Pro Ser Gin Leu Pro His Leu Ala 

180 185 190 

Cys Cys Asp Thr Phe Thr Asn Asn He He Met Tyr Phe Pro Ala Ala 

195 200 205 

He Phe Gly Phe Leu Pro He Ser Gly Ser Leu Phe Ser Tyr Tyr Lys 

210 215 220 

He Val Ser Ser He Leu Arg Val Ser Ser Ser Gly Gly Lys Tyr Xaa 
225 230 235 240 

Ala Phe Ser Ser Cys Trp Ser His Leu Ser Val Val Cys Xaa Phe Tyr 

245 250 255 

Gly Thr Gly Val Gly Gly Tyr Leu Ser Xaa Asp Val Ser Ser Ser Pro 

260 265 270 

Arg Lys Val Ala Val Ala Ser Val Met Tyr Met Val Val Thr Pro Met 

275 280 285 

Leu Asn Pro Phe Val Tyr Ser Leu Arg Asn Arg Asp He Lys Ser Val 

290 295 300 

Leu Arg Trp Pro His Gly Ser Thr Val Xaa Ser Gin Tyr Leu Leu He 
305 310 315 320 

Cys Ser He Pro Phe Val Val Xaa Val Lys Lys Gly Ser Lys Val Lys 
325 330 335 

<210> 1431 
<211> 325 
<212> PRT 

<213> Unknown (H38g348 protein) 
<220> 

<223> Synthetic construct 



<400> 1431 




























Met 


Lys 


Thr 


Phe 


Ser 


Ser 


Phe 


Leu 


Gin 


He 


Gly Arg 


Asn 


Met 


His 


Gin 


1 








5 










10 










15 




Gly 


Asn 


Gin 


Thr 


Thr 


He 


Thr 


Glu 


Phe 


He 


Leu 


Leu 


Gly 


Phe 


Phe 


Lys 








20 










25 










30 




Gin 


Asp 


Glu 


His 


Gin 


Asn 


Leu 


Leu 


Phe 


Val 


Leu 


Phe 


Leu 


Gly Met 


Tyr 






35 










40 










45 






Leu 


Val 


Thr 


Val 


He 


Gly 


Asn 


Gly Leu 


He 


He 


Val 


Ala 


He 


Ser 


Leu 




50 










55 










60 










Asp 


Thr 


Tyr 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Leu 


Phe 


Leu 


Ala 


Asn 


Leu 


Ser 


65 










70 










75 










80 


Phe 


Ala 


Asp 


He 


Ser 
85 


Ser 


He 


Ser 


Asn 


Ser 
90 


Val 


Pro 


Lys 


Met 


Leu 
95 


Val 


Asn 


He 


Gin 


Thr 
100 


Lys 


Ser 


Gin 


Ser 


He 
105 


Ser 


Tyr 


Glu 


Ser 


Cys 
110 


He 


Thr 



724 



BNSDOCID: <WO 01271 58A2J_> 



WO 01/27158 PCT/USOO/27582 



Gin 


Met 


Tyr 


Phe 


Ser 


He 


Val 


Phe 


Val 


Val 


He 


Asp 


Asn 


Leu 


Leu 


Leu 






115 










120 










125 








Gly Thr Met 


Ala 


Tyr 


Asp 


His 


Phe 


Val 


Ala 


He 


Cys 


His 


Pro 


Leu 


Asn 




130 










135 










140 










Tyr 


Thr 


He 


Leu 


Met 


Arg 


Pro 


Arg 


Phe 


Gly 


He 


Leu 


Leu 


Thr 


Val 


He 


145 










150 










155 










160 


Ser 


Trp 


Phe 


Leu 


Ser 


Asn 


He 


He 


Ala 


Leu 


Thr 


His 


Thr 


Leu 


Leu 


Leu 










165 










170 










175 




He 


Gin 


Leu 


Leu 


Phe 


Cys 


Asn 


His 


Asn 


Thr 


Leu 


Pro 


His 


Phe 


Phe 


Cys 








180 










185 










190 






Asp 


Leu 


Ala 


Pro 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Ser 


Asp 


Thr 


Leu 


He 


Asn 






195 










200 










205 








Glu 


Leu 


Val 


Leu 


Phe 


He 


Val 


Gly 


Leu 


Ser 


Val 


He 


He 


Phe 


Pro 


Phe 




210 










215 










220 










Thr 


Leu 


Ser 


Phe 


Phe 


Ser 


Tyr 


Val 


Cys 


He 


He 


Arg 


Ala 


Val 


Leu 


Arg 


225 










230 










235 










240 


Val 


Ser 


Ser 


Thr 


Gin 


Gly 


Lys 


Trp 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 










245 










250 










255 




His 


Leu 


Thr 


Val 


Val 


Leu 


Leu 


Phe 


Tyr 


Gly Thr 


He 


Val 


Gly Val 


Tyr 








260 










265 










270 






Phe 


Phe 


Pro 


Ser 


Ser 


Thr 


His 


Pro 


Glu 


Asp 


Thr 


Asp 


Lys 


He 


Gly Ala 






275 










280 










285 








Val 


Leu 


Phe 


Thr 


Val 


Val 


Thr 


Pro 


Met 


He 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 




290 










295 










300 










Leu 


Arg 


Asn 


Lys 


Asp 


Met 


Lys 


Gly Ala 


Leu 


Arg 


Lys 


Leu 


He 


Asn Arg 


305 










310 










315 










320 


Lys 


He 


Ser 


Ser 


Leu 

























325 



<210> 1432 
<211> 256 
<212> PRT 

<213> Unknown (H38g349 protein) 
<220> 

<223> Synthetic construct 



<400> 1432 



Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


His 


Leu 


Ser 


Phe 


Leu 


Asp 


Thr 


Cys 


Tyr 


Ser 


1 








5 










10 










15 




Asn 


Val 


Phe 


Thr 
20 


Pro 


Lys 


Leu 


Leu 


Glu 
25 


He 


Leu 


Val 


Val 


Glu 
30 


Asp 


Arg 


Thr 


He 


Ser 


Phe 


Lys 


Gly 


Cys 


Met 


Val 


Gin 


Phe 


Phe 


Phe 


Gly Cys 


Ala 






35 










40 










45 








Phe 


Val 
50 


He 


Thr 


Glu 


Met 


Phe 
55 


Met 


Leu 


Ala 


Val 


Met 
60 


Ala 


Tyr 


Asp 


Leu 


Phe 


Met 


Ala 


Val 


Cys 


Asn 


Pro 


Leu 


Leu 


Tyr 


Thr 


Val 


Ala 


Met 


Ser 


Pro 


65 










70 










75 










80 


Lys 


Leu 


Cys 


Ala 


Leu 


Leu 


Val 


Ala 


Gly Thr 


Tyr Thr Trp Gly Gly Leu 










85 










90 










95 




Cys 


Ser 


Leu 


Thr 


Leu 


Thr 


Tyr 


Ser 


Leu 


Leu 


Val 


Leu 


Ser 


Tyr 


Cys 


Gly 








100 










105 










110 






Ser 


Asn 


He 
115 


He 


Asn 


His 


Phe 


Gly 
120 


Cys 


Glu 


Tyr 


Ser 


Ala 
125 


He 


Leu 


Ser 


Leu 


Ser 
130 


Cys 


Ser 


Asp 


Pro 


Tyr 
135 


Phe 


Asn 


Gin 


Met 


Ala 
140 


Cys 


Leu 


Val 


He 


Ser 


He 


Phe 


Ser 


Glu 


Ala 


Cys 


Ser 


Leu 


Leu 


Ala 


He 


Leu 


Ala 


Phe 


Tyr 


145 










150 










155 










160 


Val 


Phe 


He 


Val 


Ala 


Thr 


Val 


He 


Lys 


Met 


Leu 


Ser 


Thr 


Gly Gly 


Pro 










165 










170 










175 




Gin 


Lys 


Ala 


He 


Ser 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Thr 


Val 


Ser 


He 
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180 185 190 

Phe His Gly Val lie Leu Leu Leu Tyr Cys Val Pro Asn Ser Lys Ser 

195 200 205 

Ser Trp Leu Leu Val Lys Val Ala Thr Val Leu Phe Thr Val lie lie 

210 215 220 

Pro Met Leu Asn Pro Leu lie Tyr Ser Leu Arg Asn Lys Asp Val Lys 
225 230 235 240 

Gly Thr Val Arg Lys Leu lie Asn Ser Gin Ser Pro Phe His Ser Lys 
245 250 255 

<210> 1433 
<211> 318 
<212> PRT 

<213> Unknown (H38g350 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (318) 

<223> Xaa = Any Amino Acid 

<400> 1433 

Met Ala Glu Ser Gly Thr Thr Val Thr Glu Phe Phe Leu Arg Gly Phe 

15 10 15 

Arg Leu Lys Ala Glu Leu Gin lie Gly Leu Phe Phe Val Phe Leu Val 

20 25 30 

lie Phe Leu lie Thr Met Gly Gly Asn Leu Gly Met lie Val Leu Met 

35 40 45 

Leu lie Gin Thr Asp Pro Arg Leu Gin Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser His Leu Ser Phe Leu Asp lie Cys Tyr Ser Ser Val lie Gly Pro 
65 70 75 80 

Gin Leu Leu Glu Thr Leu Ala Thr Asp Lys Met lie lie Thr Tyr Glu 

85 90 95 

Arg Cys Ala Ser Gin Phe Phe Phe Phe Thr Leu Cys Ala Ser lie Glu 

100 105 110 

Cys Phe Leu Leu Ala Val Met Ala Tyr Asp Arg Tyr Val Ala Val Cys 

115 120 125 

Asn Pro Leu Leu Tyr Ala lie Val Met Thr Pro Lys Thr Arg Leu Ala 

130 135 140 

Leu Leu Ala Gly Ala Tyr Ser Gly Ala lie Val Asn Ser Val lie Cys 
145 150 155 160 

Thr Gly Cys Thr Phe Ser lie Ser Phe Ser Lys Ser Asn His Val Asp 

165 170 175 

Phe Phe Phe Cys Asp Leu Pro Pro Leu Leu Lys Leu Ala Cys Ser Glu 

180 185 190 

Thr Arg Pro Arg Glu Trp Val lie Tyr Leu Ser Ala Phe Leu Val lie 

195 200 205 

Thr Thr Ser lie Ser Val lie Leu Thr Ser Tyr Leu Phe lie lie Gin 

210 215 220 

Ser Val Leu Lys lie Arg Thr Ala Gly Gly Arg Ala Lys Thr Phe Ser 
225 230 235 240 

Thr Cys Ala Ser His Met Thr Ala Leu Thr Leu Phe Phe Gly Thr Leu 

245 250 255 

lie Phe lie Tyr Leu Lys Gly Asn Met Gly Glu Ser Leu Glu Glu Asp 

260 265 270 

Lys lie Val Ser lie Phe Tyr Thr Val Val lie Pro Met Leu Asn Pro 

275 280 285 

Met lie Tyr Ser Leu Arg Asn Lys Asp Met Lys Glu Ala Leu Lys Lys 
290 295 300 
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Val Phe Asn Arg lie Arg Val Ser Gin Ala Glu Xaa Leu Leu 
305 310 315 

<210> 1434 
<211> 313 
<212> PRT 

<213> Unknown (H38g351 protein) 
<220> 

<223> Synthetic construct 



<400> 1434 



Met 


Leu 


Leu 


Thr 


Asp Arg Asn 


Thr 


Ser 


Gly Thr 


Thr 


Phe 


Thr 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Phe 


Ser 


Asp 


Tyr 


Pro 


Glu 


Leu 


Gin 


Val 


Pro 


Leu 


Phe 


Leu 


Val 


Phe 








20 










25 










30 






Leu 


Ala 


He 


Tyr 


Asn 


Val 


Thr 


Val 


Leu 


Gly Asn 


He 


Gly 


Leu 


He 


Val 






35 










40 










45 








lie 


He 


Lys 


He 


Asn 


Pro 


Lys 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Gin 


Leu 


Ser 


Phe 


Val 


Asp 


Phe 


Cys 


Tyr 


Ser 


Ser 


He 


He 


Ala 


Pro 


65 






Val 




70 










75 










80 


Lys 


Met 


Leu 


Asn 


Leu 


Val 


Val 


Lys 


Asp Arg 


Thr 


He 


Ser 


Phe 


Leu 










85 










90 










95 




Gly 


Cys 


Val 


Val 


Gin 


Phe 


Phe 


Phe 


Phe 


Cys 


Thr 


Phe 


Val 


Val 


Thr 


Glu 








100 










105 










110 






Ser 


Phe 


Leu 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Phe 


Val 


Ala 


He 


Cys 






115 










120 










125 








Asn 


Pro 


Leu 


Leu 


Tyr 


Thr 


Val 


Asp 


Met 


Ser 


Gin 


Lys 


Leu 


Cys 


Val 


Leu 




13 0 










135 










140 










Leu 


Val 


Val 


Gly 


Ser 


Tyr 


Ala 


Trp 


Gly Val 


Ser 


Cys 


Ser 


Leu 


Glu 


Leu 


145 










150 










155 










160 


Thr 


Cys 


Ser 


Ala 


Leu 


Lys 


Leu 


Cys 


Phe 


His 


Gly 


Phe 


Asn 


Thr 


He 


Asn 










165 










170 










175 




His 


Phe 


Phe 


Cys 


Glu 


Phe 


Ser 


Ser 


Leu 


Leu 


Ser 


Leu 


Ser 


Cys 


Ser 


Asp 








180 










185 










190 






Thr 


Tyr 


He 


Asn 


Gin 


Trp 


Leu 


Leu 


Phe 


Phe 


Leu 


Ala 


Thr 


Phe 


Asn 


Glu 






195 










200 










205 








He 


Ser 


Thr 


Leu 


Leu 


He 


Val 


Leu 


Thr 


Ser 


Tyr 


Ala 


Phe 


He 


Val 


Val 




210 










215 










220 










Thr 


He 


Leu 


Lys 


Met 


Arg 


Ser 


Val 


Ser 


Gly Arg Arg 


Lys 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


He 


Thr 


He 


Phe 


His 


Gly Thr 


He 










245 










250 










255 




Leu 


Phe 


Leu 


Tyr 


Cys 


Val 


Pro 


Asn 


Ser 


Lys 


Asn 


Ser 


Arg 


His 


Thr 


Val 








260 










265 










270 






Lys 


Val 


Ala 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 






275 










280 










285 








Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys 


Asp 


Thr 


Val 


Thr 


Glu 




290 










295 










300 










He 


Leu 


Asp 


Thr 


Lys 


Val 


Phe 


Ser 


Tyr 
















305 










310 























<210> 1435 
<211> 312 
<212> PRT 

<213> Unknown (H38g352 protein) 
<220> 

<223> Synthetic construct 
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<400> 1435 

Met Ala Glu Arg Asn Tyr Thr Val Val Thr Glu Phe Phe Leu Thr Ala 

15 10 15 

Phe Thr Glu His Leu Gin Trp Arg Val Pro Leu Phe Leu lie Phe Leu 

20 25 30 

Ser Phe Tyr Leu Ala Thr Met Leu Gly Asn Thr Gly Met lie Leu Leu 

35 40 45 

lie Arg Gly Asp Arg Arg Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

His Leu Ser Leu Val Asp lie Cys Tyr Ser Ser Ala lie lie Pro Gin 
65 70 75 80 

Met Leu Ala Val Leu Trp Glu His Gly Thr Thr He Ser Gin Ala Arg 

85 90 95 

Cys Ala Ala Gin Phe Phe Leu Phe Thr Phe Phe Ala Ser He Asp Cys 

100 105 110 

Tyr Leu Leu Ala He Met Ala Tyr Asp Arg Tyr Thr Ala Val Cys Gin 

115 120 125 

Pro Leu Leu Tyr Val Thr He He Thr Glu Lys Asp Arg Leu Gly Leu 

130 135 140 

Val Thr Gly Ala Tyr Val Ala Gly Phe Phe Ser Ala Phe Val Arg Thr 
145 150 155 160 



Val Thr 


Ala 


Phe 


Thr 


Leu 


Ser 


Phe 


Cys 


Gly Asn 


Asn 


Glu 


He 


Asn 


Phe 








165 










170 










175 




He Phe 


Cys 


Asp 


Leu 


Pro 


Pro 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Gly Asp Ser 






180 










185 










190 






Tyr Thr 


Gin 


Glu 


Val 


Val 


He 


He 


Val 


Phe 


Ala 


Leu 


Phe 


Val 


Met 


Pro 




195 










200 










205 








Ala Cys 


He 


Leu 


Val 


He 


Leu 


Val 


Ser 


Tyr 


Leu 


Phe 


He 


He 


Val 


Ala 


210 










215 










220 










He Leu 


Gin 


He 


His 


Ser 


Ala 


Gly Gly Arg Ala 


Lys 


Thr 


Phe 


Ser 


Thr 


225 








230 










235 










240 


Cys Ala 


Ser 


His 


Leu 


Thr 


Ala 


Val 


Ala 


Leu 


Phe 


Phe 


Gly Thr 


Leu 


He 








245 










250 










255 




Phe Met 


Tyr 


Leu 


Arg Asp Asn 


Thr 


Gly Gin 


Ser 


Ser 


Glu 


Gly Asp Arg 






260 










265 










270 






Val Val 


Ser 


Val 


Leu 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 




275 










280 










285 








He Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Glu 


Ala 


Thr 


Arg 


Lys 


Ala 


290 










295 










300 










Leu Ser 


Lys 


Ser 


Lys 


Pro 


Ala 


Arg 


















305 








310 






















<210> 1436 




























<211> 254 




























<212> PRT 




























<213> Unknown (H38g353 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1436 




























Met Tyr 


Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ser 


Ala 


Thr 


Asp 


Leu 


Gly 


Leu 


Ser 


1 






5 










10 










15 




He Ser 


Thr 


Leu 


Val 


Thr 


Met 


Leu 


Ser 


He 


Phe 


Trp 


Phe 


Asn 


Val 


Arg 






20 










25 










30 






Glu He 


Ser 


Phe 


Asn 


Ala 


Cys 


Leu 


Ser 


His 


Met 


Phe 


Phe 


He 


Lys 


Phe 




35 










40 










45 








Phe Thr 


Val 


Met 


Glu 


Ser 


Ser 


Val 


Leu 


Leu 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


50 










55 










60 










Phe Val 


Ala 


Val 


Ser 


Asn 


Pro 


Leu 


Arg 


Tyr 


Ala 


Met 


He 


Leu Thr Asp 


65 








70 










75 










80 
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Ser 


Arg 


He 


Ala 


Gin 


He 


Gly Val 


Ala 


Ser 


Val 


He 


Arg Gly 


Leu 


Leu 










85 










90 










95 




Met 


Leu 


Thr 


Pro 


Met 


Val 


Ala 


Leu 


Leu 


He 


Arg 


Leu 


Ser 


Tyr 


Cys 


His 








100 










105 










110 






Ser 


Gin 


Val 


Leu 


His 


His 


Ser 


Tyr 


Cys 


Tyr 


His 


Pro 


Asp 


Val 


Met 


Lys 






115 










120 










125 








Leu 


Ser 


Cys 


Thr 


Asp 


Thr 


Arg 


He 


Asn 


Ser 


Ala 


Val 


Gly Leu 


Thr 


Ala 




130 










135 










140 










Met 


Phe 


Ser 


Thr 


Val 


Gly 


Val 


Asp 


Leu 


Leu 


Leu 


He 


Leu 


Leu 


Ser 


Tyr 


145 










150 










155 










160 


Val 


Leu 


He 


He 


Arg 


Thr 


Val 


Leu 


Ser 


Val 


Ala 


Ser 


Pro 


Glu 


Glu 


Arg 










165 










170 










175 




Lys 


Glu 


Thr 


Phe 


Ser 


Thr 


Cys 


Val 


Ser 


His 


He 


Val 


Ala 


Phe 


Ala 


He 








180 










185 










190 






Tyr 


Tyr 


He 


Pro 


Leu 


He 


Ser 


Leu 


Ser 


He 


Val 


His 


Arg 


Phe 


Gly 


Lys 






195 










200 










205 








Gin 


Ala 


Pro 


Ala 


Tyr 


Val 


His 


Thr 


Met 


He 


Ala 


Asn 


Thr 


Tyr 


Leu 


Leu 




210 










215 










220 










He 


Ser 


Pro 


Leu 


Met 


Asn 


Pro 


Val 


He 


Tyr 


Ser 


Val 


Lys 


Thr 


Lys 


Gin 


225 










230 










235 










240 


He Arg 


Arg 


Ala 


Val 


He 


Lys 


He 


Leu 


His 


Ser 


Lys 


Glu 


Thr 














245 










250 















<210> 1437 
<211> 188 
<212> PRT 

<213> Unknown (H38g354 protein) 
<220> 

<223> Synthetic construct 



<400> 1437 



Met 


Asp 


Trp 


Glu 


Asn 


Cys 


Ser 


Ser 


Leu 


Thr 


Asp 


Phe 


Phe 


Leu 


Leu 


Gly 


1 








5 










10 










15 




He 


Thr 


Asn 


Asn 


Pro 


Glu 


Met 


Lys 


Val 


Thr 


Leu 


Phe 


Ala 


Val 


Phe 


Leu 








20 










25 


i 








30 






Ala 


Val 


Tyr 


He 


He 


Asn 


Phe 


Ser 


Ala 


Asn 


Leu 


Gly Met 


He 


Val 


Leu 
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40 










45 








He 


Arg 


Met 


Asp 


Tyr 


Gin 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 




50 










55 










60 










His 


Leu 


Ser 


Phe 


Cys 


Asp 


Leu 


Cys 


Tyr 


Ser 


Thr 


Ala 


Thr Gly Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Val 


Asp 


Leu 


Leu 


Ala 


Lys 


Asn 


Lys 


Ser 


He 


Pro 


Phe 


Tyr 


Gly 










85 










90 










95 




Cys 


Ala 


Leu 


Gin 


Phe 


Leu 


Val 


Phe 


Cys 


He 


Phe 


Ala 


Asp 


Ser 


Glu 


Cys 








100 










105 










110 






Leu 


Leu 


Leu 


Ser 


Val 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Lys 


Ala 


He 


He 


Asn 






115 










120 










125 








Pro 


Leu 


Leu 


Tyr 


Thr 


Val 


Asn 


Met 


Ser 


Ser 


Arg 


Val 


Cys 


Tyr 


Leu 


Leu 




130 










135 










140 










Leu 


Thr 


Gly 


Val 


Tyr 


Leu 


Val 


Gly 


He 


Ala 


Asp 


Ala 


Leu 


He 


His 


Met 


145 










150 










155 










160 


Thr 


Leu 


Ala 


Phe 


Arg 


Leu 


Cys 


Phe 


Cys 


Gly 


Ser 


Asn 


Glu 


He 


Asn 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


He 


Pro 


Pro 


Leu 


Leu 


Leu 


Leu 


Ser 











180 185 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (326) 

<223> Xaa = Any Amino Acid 



<400> 1438 



Leu 


Asn 


Phe 


lie 


He 


Phe 


Phe 


Arg 


Xaa 


Thr 


Ser 


Tyr 


He 


Glu 


Pro 


Met 


1 








5 










10 










15 




Ala 


Lys 


Arg 


Asn 


Leu 


Ser 


Thr 


Val 


Thr 


Glu 


Phe 


He 


Leu 


Val 


Val 


Phe 
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25 
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Thr 


Asp 


His 


Pro 


Glu 


Leu 


Ala 


Val 


Pro 


Leu 


Phe 


Leu 


Val 


Phe 


Leu 


Ser 






35 










40 










45 








Phe 


Tyr 


Leu 


Val 


Thr 


Phe 


Leu 


Gly 


Asn Gly Gly Met 


He 


He 


Leu 


He 




50 










55 










60 










Gin 


Val 


Asp 


Ala 


Gin 


Leu 


His 


Thr 


Pro 


Val 


Tyr 


Phe 


Phe 


Leu 


Ser 


His 


65 










70 










75 










80 


Leu 


Ala 


Phe 


Leu 


Asp 


Ala 


Cys 


Cys 


Ala 


Ser 


Val 


He 


Thr 


Pro 


Gin 


He 










85 










90 










95 




Leu 


Ala 


Thr 


Leu 


Ala 


Thr 


Asp 


Lys 


Thr 


Val 


He 


Ser 


Tyr 


Gly 


Cys 


Arg 








100 










105 










110 






Ala 


Val 


Gin 


Phe 


Ser 


Phe 


Phe 


Thr 


He 


Cys 


Ala 


Gly Thr 


Glu 


Cys 


Tyr 






115 










120 










125 








Leu 


Leu 


Ser 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Phe 


Val 


Ala 


He 


Ser 


Asn 


Pro 




130 










135 










140 










Leu 


His 


Cys 


Asn 


Met 


Thr 


Met 


Thr 


Pro Gly 


Thr 


Cys 


Arg 


Val 


Phe 


Leu 


145 










150 










155 










160 


Ala 


Ser 


Ala 


Phe 


He 


Cys 


Gly Val 


Ser 


Gly Ala 


He 


Leu 


His 


Thr 


Thr 










165 










170 










175 




Cys 


Thr 


Phe 


Thr 


Leu 


Ser 


Phe 


Cys 


Cys 


Asp Asn 


Gin 


He 


Asn 


Phe 


Phe 








180 










185 










190 






Phe 


Cys 


Asp 


Leu 


Pro 


Pro 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 


Ser 


Met 


Thr 






195 










200 










205 








Gin 


Thr 


Glu 


lie 


Val 


He 


Leu 


Leu 


Cys 


Ala 


Lys 


Cys 


Met 


Phe 


Leu 


Ala 




210 










215 










220 










Asn 


Val 


Met 


Val 


He 


Leu 


He 


Cys 


Tyr 


Met 


Leu 


He 


He 


Arg 


Ala 


He 


225 










230 










235 










240 


Leu 


Arg 


Val 


Lys 


Ser 


Ala 


Gly 


Gly 


Xaa 


Ala 


Lys 


Thr 


Phe 


Ser 


Thr 


Cys 










245 










250 










255 




Thr 


Ser 


His 


Leu 


Thr 


Thr 


Val 


Val 


Leu 


Phe 


Phe Gly Thr 


Leu 


Ala 


Phe 








260 










265 










270 






Met 


Tyr 


Gin 


Arg 


Ser 


Asn 


Ser 


Ala 


Lys 


Ser 


Ser 


Glu 


Glu 


Asp 


Lys 


He 






275 










280 










285 








Val 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


He 


He 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 


He 




290 










295 










300 










Tyr 


Ser 


Leu 


Arg Asn 


Lys 


Asp 


Val 


Lys 


Ala 


Ala 


Phe 


Gly Lys 


Leu 


Val 


305 










310 










315 










320 


Gly 


Lys 


Phe 


Gin 


Phe 


Pro 























325 



<210> 1439 
<211> 328 
<212> PRT 

<213> Unknown (H38g356 protein) 
<220> 

<223> Synthetic construct 
<221> VARIANT 
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<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 



<400> 1439 



Met 


Leu 


Pro 


Ser 


Gin 


Thr 


Tyr 


Val 


Asn 


1 








5 










Ala 


Leu 


Leu 


Met 


He 


Gly 


He 


Pro 


Gly 








20 










25 


Leu 


Ala 


He 


Pro 


Phe 


Ser 


Ser 


Met 


Tyr 






35 










40 




Cys 


Leu 


He 


Leu 


Leu 


Ala 


Val 


Lys 


Arg 




50 










55 






Met 


Cys 


Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ala 


65 










70 








Leu 


Ser 


Thr 


Leu 


Pro 


He 


Thr 


Leu 


Ala 










85 










Leu 


Met 


Gly 


Phe 


Asn 


Ala 


Cys 


Leu 


Val 








100 










105 


Ser 


Val 


Val 


Glu 


Ser 


Ser 


Val 


Leu 


Leu 






115 










120 




Val 


Ala 


He 


Ser 


Asn 


Pro 


Leu 


His 


Tyr 




130 










135 






Val 


He 


He 


Arg 


He 


Gly 


Leu 


Ala 


He 


145 










150 








Pro 


Leu 


Pro 


Val 


Pro 


Phe 


Pro 


Val 


Lys 










165 










Asp 


Asn 


He 


Pro 


Ser 


His 


Ser 


Phe 


Cys 








180 










185 


Arg 


Ala 


Cys 


Ala Asp 


He 


Thr 


He 


Asn 






195 










200 




Val 


Val 


Ser 


Thr 


Gly 


Gly 


Leu 


Asp 


Ser 


L 


210 










215 






Thr 


Phe 


He 


Leu 


His 


Thr 


Val 


Met 


Gly 


225 










230 








He 


Trp 


Ala 


Leu 


Asn 


Thr 


Cys 


Val 


Ser 










245 










Phe 


Phe 


He 


Pro Gly 


He 


Thr 


Val 


Ser 








260 










265 


His 


Leu 


Pro 


His 


He 


Val 


His 


Ala 


Leu 






275 










280 




Met 


Pro 


Ser 


Val 


Leu 


His 


Pro 


He 


He 




290 










295 






He 


Arg 


Glu 


Ala 


He 


Leu 


Arg 


Met 


Leu 


305 










310 








Xaa 


Asn 


Tyr 


Lys 


He 


Leu 


Xaa 


Gly 
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<210> 1440 
<211> 311 
<212> PRT 

<213> Unknown <H38g357 protein) 
<220> 

<223> Synthetic construct 
<400> 1440 

Met Gly Lys Glu Asn Cys Thr Thr Val 

1 5 
Leu Ser Asp Val Pro Glu Leu Arg Val 

20 25 
Leu lie Tyr Gly Val Thr Leu Leu Ala 
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He 


Ser 


Phe 


Phe 


Gin 


Pro 


Pro 


10 










15 




Leu 


Glu 


Ala 


Val 


His 


Gly 


Trp 










30 






Thr 


Val 


Ala 


Leu 


Pro 


Gly 


Asn 








45 








Asn 


Pro 


Ser 


Leu 


His 


Gin 


Pro 






60 










Leu 


Pro 


Lys 


Ala 


Gly 


Leu 


Thr 




75 










80 


Val 


Leu 


Trp 


Phe 


Asp 


His 


Arg 


90 










95 




Gin 


Met 


Phe 


Phe 


Leu 


His 


Ser 










110 






Ala 


He 


Ser 


Phe 


Asp 


His 


Phe 








125 








Ala 


Ala 


Val 


Leu 


Thr 


Asn 


Ser 






140 










Val 


Ala 


Arg 


Ser 


Tyr 


Leu 


Val 




155 










160 


Ser 


Leu 


Asn 


Phe 


Cys 


Pro 


Gly 


170 










175 




Phe 


His 


Pro 


Asp 


Val 


Met 


Arg 










190 






He 


Cys 


Tyr 


Gly 


Val 


Tyr 


Val 








205 








Leu 


Leu 


He 


Phe 


Leu 


Ser 


Tyr 






220 










Leu 


Ala 


Ala 


Pro 


Arg 


Glu 


Arg 




235 










240 


His 


He 


Pro 


Ala 


Val 


Phe 


Val 


250 










255 




Met 


He 


His 


His 


Phe 


Gly 


Arg 










270 






Val 


Thr 


Tyr 


Val 


Tyr 


Leu 


Val 








285 








Tyr 


Ser 


Met 


Lys 


Ser 


Lys 


Pro 






300 










Met 


Gly 


Arg 


Ser 


Gin 


Gly 


Xaa 




315 










320 


Ala 


Glu 


Phe 


He 


Leu 


Leu 


Gly 


10 










15 




Cys 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 










30 






Asn 


Leu 


Gly 


Met 


He 


Ala 


Leu 
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35 40 45 

lie Gin Val Ser Ser Arg Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

His Leu Ser Ser Val Asp Phe Cys Tyr Ser Ser lie lie Val Pro Lys 
65 70 75 80 

Met Leu Ala Asn lie Phe Asn Lys Asp Lys Ala lie Ser Phe Leu Gly 

85 90 95 

Cys Met Val Gin Phe Tyr Leu Phe Cys Thr Cys Val Val Thr Glu Val 

100 105 110 

Phe Leu Leu Ala Val Met Ala Tyr Asp Arg Phe Val Ala lie Cys Asn 

115 120 125 

Pro Leu Leu Tyr Thr Val Thr Met Ser Trp Lys Val Arg Val Glu Leu 

130 135 140 

Ala Ser Cys Cys Tyr Phe Cys Gly Thr Val Cys Ser Leu lie His Leu 
145 150 155 160 

Cys Leu Ala Leu Arg lie Pro Phe Tyr Arg Ser Asn Val lie Asn His 

165 170 175 

Phe Phe Cys Asp Leu Pro Pro Val Leu Ser Leu Ala Cys Ser Asp lie 

180 185 190 

Thr Val Asn Glu Thr Leu Leu Phe Leu Val Ala Thr Leu Asn Glu Ser 

195 200 205 

Val Thr He Met He He Leu Thr Ser Tyr Leu Leu lie Leu Thr Thr 

210 215 220 

He Leu Lys Met Gly Ser Ala Glu Gly Arg His Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Ala Ser His Leu Thr Ala He Thr Val Phe His Gly Thr Val Leu 

245 250 255 

Ser He Tyr Cys Arg Pro Ser Ser Gly Asn Ser Gly Asp Ala Asp Lys 

260 265 270 

Val Ala Thr Val Phe Tyr Thr Val Val He Pro Met Leu Asn Ser Val 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp Val Lys Glu Ala Leu Arg Lys Val 

290 295 300 

Met Gly Ser Lys He His Ser 
305 310 



<210> 1441 
<211> 209 
<212> PRT 

<213> Unknown (H38g358 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (209) 

<223> Xaa = Any Amino Acid 



<400> 1441 


























Cys 


His 


Pro 


Pro 


Leu 


Arg 


Trp Gly 


Ser 


Xaa 


Glu 


Pro 


Ala 


Glu 


Glu 


Glu 


. 1 








5 








10 










15 




Gly 


Leu 


Ala 


Leu 


Ser 


Ser 


Arg Phe 


Phe 


Phe 


Phe 


Leu 


Ser 


Val 


Leu 


Asp 








20 








25 










30 






Ala 


Gin 


Leu 


His 


Asn 


Leu 


He Ala 


Leu 


Gin 


Met 


Thr 


Cys 


Phe Gin Asp 






35 








40 










45 








Ala 


Glu 


He 


Pro 


Asn 


Phe 


Phe Trp Asp 


Pro 


Ser 


Gin 


Leu 


Pro 


His 


Leu 




50 










55 








60 










Ala 


Cys 


Cys 


Asp 


Thr 


Phe 


Thr Asn 


Asn 


He 


He 


Met 


Tyr 


Phe 


Pro 


Ala 


65 










70 








75 










80 


Val 


He 


Phe 


Gly 


Phe 


Leu 


Pro He 


Ser 


Gly Thr 


Leu 


Phe 


Ser 


Tyr 


Tyr 



85 90 95 
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Lys 


He 


Val 


Ser 
100 


Ser 


He 


Leu 


Ser 


Lys 


Ala 


Phe 
115 


Ser 


Thr 


Cys 


Gly 


Ser 
120 


Tyr 


Gly 
130 


Thr 


Gly 


Val 


Gly 


Gly 
135 


Tyr 


Pro 


Arg 


Lys 


Ala 


Ala 


Val 


Ala 


Ser 


145 










150 






Met 


Leu 


Asn 


Pro 


Phe 
165 


He 


Tyr 


Ser 


Val 


Leu 


Arg 


Arg 
180 


Pro 


His 


Ser 


Ser 


Asn 


Cys 


Ser 
195 


He 


Pro 


Phe 


Val 


Val 
200 



Lys 



Val Ser Ser Ser Arg Gly Gin Tyr 
105 110 
His Leu Ser Val Val Cys Xaa Phe 
125 

Phe Ser Ser Asp Val Ser Ser Ser 
140 

Val Met Tyr Thr Val He Thr Pro 
155 160 
Leu Arg Asn Arg His He Lys Ser 

170 175 
Thr Val Gin Ser Pro Cys Leu Leu 
185 190 
Trp Val Asn Lys Gly Ser Lys Val 
205 



<210> 1442 
<211> 212 
<212> PRT 

<213> Unknown (H38g359 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (212) 

<223> Xaa = Any Amino Acid 



<400> 1442 



He 


Xaa 


Leu 


Lys 


Leu 


He 


Phe 


Gly 


Asn 


Pro 


Arg 


Xaa 


Xaa 


Xaa 


He 


Phe 
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5 










10 
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Arg 


Cys 


Val 


Tyr 


Asp 


Tyr 


Leu 


Trp 


Asp 


Cys 


Gin 


Pro 


Leu 


Leu 


Tyr 


Asp 
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25 










30 






Thr 


He 


Thr 


Thr 


Leu 


Lys 


Met 


Ser 


Gly Arg 


Ser 


Trp 


Xaa 


Leu 


His 


He 






35 










40 










45 








Val 


Glu 


Gly Leu 


Thr 


Asn 


Val 


He 


Gin 


Cys 


He 


His 


Phe 


Thr 


Cys 


Ser 




50 










55 










60 










Leu 


Ser 


Phe 


Cys 


Gly Thr 


Ser 


Ser 


He Gly 


Phe 


Thr 


Leu 


Cys 


Asp 


Leu 


65 










70 










75 










80 


Pro 


Leu 


Leu 


Leu 


Thr 


Leu 


Asn 


Cys 


Gly Asp 


Ser 


Phe 


Leu 


Gin 


Gin 


Leu 










85 










90 










95 




Leu 


He 


Phe 


His 


Phe 


Ala 


Leu 


Tyr 


Met 


He 


Leu 


Thr Arg 


Leu 


val 


Leu 








100 










105 










110 






He 


Leu 


Phe 


Ser 


Asp 


Leu 


Phe 


He 


Ser 


i»ys 


Ala 


He 


Xaa 


Thr 


Pro 


Ala 






115 










120 
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Arg 
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Leu 


Phe 
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Pro 


Leu 


Pro 
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Leu 


Arg 
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Gin 


Leu 


Xaa 


Ser 
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165 










170 










175 




Met 


Phe 


Xaa 


Thr 


Glu 


Xaa 


Thr 


Pro 


Gly Xaa 


Pro 


Phe 


Gin 


Phe 


Tyr 


Ser 








180 










185 










190 






Leu 


Arg 


Asn 


Lys 


Lys 


Ala 


Lys 


Glu 


Ala 


Leu 


Arg 


Lys 


Gly 


Leu 


Asn 


Lys 



195 200 205 



Ala Lys Leu Phe 
210 

<210> 1443 
<211> 315 
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<212> PRT 

<213> Unknovm (H38g360 protein) 
<220> 

<223> Synthetic construct 
<400> 1443 

Met Ser Ser Cys Asn Phe Thr His Ala Thr Phe Val Leu lie Gly lie 

15 10 15 

Pro Gly Leu Glu Lys Ala His Phe Trp Val Gly Phe Pro Leu Leu Ser 

20 25 30 

Met Tyr Val Val Ala Met Phe Gly Asn Cys lie Val Val Phe lie Val 

35 40 45 

Arg Thr Glu Arg Ser Leu His Ala Pro Met Tyr Leu Phe Leu Cys Met 

50 55 60 

Leu Ala Ala lie Asp Leu Ala Leu Ser Thr Ser Thr Met Pro Lys lie 
65 70 75 80 

Leu Ala Leu Phe Trp Phe Asp Ser Arg Glu lie Ser Phe Glu Ala Cys 

85 90 95 

Leu Thr Gin Met Phe Phe lie His Ala Leu Ser Ala He Glu Ser Thr 

100 105 110 

He Leu Leu Ala Met Ala Phe Asp Arg Tyr Val Ala He Cys His Pro 

115 120 125 

Leu Arg His Ala Ala Val Leu Asn Asn Thr Val Thr Ala Gin He Gly 

130 135 140 

He Val Ala Val Val Arg Gly Ser Leu Phe Phe Phe Pro Leu Pro Leu 
145 150 155 160 

Leu He Lys Arg Leu Ala Phe Cys His Ser Asn Val Leu Ser His Ser 

165 170 175 

Tyr Cys Val His Gin Asp Val Met Lys Leu Ala Tyr Ala Asp Thr Leu 

180 185 190 

Pro Asn Val Val Tyr Gly Leu Thr Ala He Leu Leu Val Met Gly Val 

195 200 205 

Asp Val Met Phe He Ser Leu Ser Tyr Phe Leu He He Arg Thr Val 

210 215 220 

Leu Gin Leu Pro Ser Lys Ser Glu Arg Ala Lys Ala Phe Gly Thr Cys 
225 230 235 240 

Val Ser His He Gly Val Val Leu Ala Phe Tyr Val Pro Leu He Gly 

245 250 255 

Leu Ser Val Val His Arg Phe Gly Asn Ser Leu His Pro He Val Arg 

260 265 270 

Val Val Met Gly Asp He Tyr Leu Leu Leu Pro Pro Val He Asn Pro 

275 280 285 

He He Tyr Gly Ala Lys Thr Lys Gin He Arg Thr Arg Val Leu Ala 

290 295 300 

Met Phe Lys He Ser Cys Asp Lys Asp Leu Gin 
305 310 315 

<210> 1444 
<211> 278 
<212> PRT 

<213> Unknown (H38g361 protein) 
<220> 

<223> Synthetic construct 
<400> 1444 

Met Tyr Ala Leu Ala Thr Leu Gly Asn Leu Thr He Val Leu He He 

15 10 15 

Arg Val Glu Arg Arg Leu His Glu Pro Met Tyr Leu Phe Leu Ala Met 
20 25 30 
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Leu Ser Thr He Asp Leu Val Leu Ser Ser He Thr Met Pro Lys Met 

35 40 45 

Ala Ser Leu Phe Leu Met Gly He Gin Glu He Glu Phe Asn He Cys 

50 55 60 

Leu Ala Gin Met Phe Leu He His Ala Leu Ser Ala Val Glu Ser Ala 
65 70 75 80 

Val Leu Leu Ala Met Ala Phe Asp Arg Phe Val Ala He Cys His Pro 

85 90 95 

Leu Arg His Ala Ser Val Leu Thr Gly Cys Thr Val Ala Lys He Gly 

100 105 110 

Leu Ser Ala Leu Thr Arg Gly Phe Val Phe Phe Phe Pro Leu Pro Phe 

115 120 125 

He Leu Lys Trp Leu Ser Tyr Cys Gin Thr His Thr Val Thr His Ser 

130 135 140 

Phe Cys Leu His Gin Asp He Met Lys Leu Ser Cys Thr Asp Thr Arg 
145 150 155 160 

Val Asn Val Val Tyr Gly Leu Phe He He Leu Ser Val Met Gly Val 

165 170 175 

Asp Ser Leu Phe He Gly Phe Ser Tyr He Leu He Leu Trp Ala Val 

180 185 190 

Leu Glu Leu Ser Ser Arg Arg Ala Ala Leu Lys Ala Phe Asn Thr Cys 

195 200 205 

He Ser His Leu Cys Ala Val Leu Val Phe Tyr Val Pro Leu He Gly 

210 215 220 

Leu Ser Val Val His Arg Leu Gly Gly Pro Thr Ser Leu Leu His Val 
225 230 235 240 

Val Met Ala Asn Thr Tyr Leu Leu Leu Pro Pro Val Val Asn Pro Leu 

245 250 255 

Val Tyr Gly Ala Lys Thr Lys Glu He Cys Ser Arg Val Leu Cys Met 

260 265 270 

Phe Ser Gin Gly Gly Lys 
275 



<210> 1445 
<211> 319 
<212> PRT 

<213> Unknown (H3 8g3 62 protein) 
<220> 

<223> Synthetic construct 



<400> 1445 
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<210> 1446 
<211> 322 
<212> PRT 

<213> Unknown (H38g363 protein) 
<220> 

<223> Synthetic construct 
<400> 1446 
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320 



Leu Glu 



<210> 1447 
<211> 322 
<212> PRT 

<213> Unknown (H38g364 protein) 
<220> 

<223> Synthetic construct 



<400> 1447 
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305 310 315 320 

Asn Leu 



<210> 1448 
<211> 314 
<212> PRT 

<213> Unknown (H38g365 protein) 
<220> 

<223> Synthetic construct 
<400> 1448 

Met Glu Gly Phe Asn Tyr Ser Arg Val Ser Glu Phe Met Leu Leu Gly 

1 5 10 15 

Leu Thr Asp Ser Pro Glu Leu Gin lie Phe Phe Ser Val Val Phe Ser 

20 25 30 

Val Phe Tyr Leu Met Thr Met Leu Gly Asn Cys Leu lie Leu Leu Thr 

35 40 45 

Val Leu Ser Thr Ser His Leu His Ser Arg Met Tyr Phe Leu Leu Ser 

50 55 60 

Asn Met Ser lie Asp Met Cys Leu Ser Ser Phe Ala Thr Pro Lys Met 
6 5 70 75 80 

lie Met Asp Phe Phe Ala Leu Arg Lys Thr lie Ser Phe Glu Gly Cys 

85 90 95 

He Ser Gin He Phe Phe Leu His Leu Phe Asn Gly Thr Glu He Val 

100 105 110 

Leu Leu He Ser Met Ser Phe Asp Arg Tyr He Ala He Cys Lys Pro 

115 120 125 

Leu His Tyr Ser Thr He Met Ser Gin Arg Val Cys Val Glu Leu Val 

130 135 140 

Ala Val Ser Cys Trp Thr Val Gly Phe Leu His Thr Met Ser Gin Leu 
145 150 155 160 

Val Phe Ala Leu Tyr Leu Pro Phe Cys Val Pro Asn Val Val Asp Ser 

165 170 175 

Phe Phe Cys Asp Leu Pro Leu Val He Gin Leu Ala Cys He Asp He 

180 185 190 

Tyr Val Leu Gly Thr Ser Met He Ser Thr Ser Gly Val He Ala Leu 

195 200 205 

He Ser Phe Leu Leu Leu Leu Thr Ser Tyr He He Val Leu Asn He 

210 215 220 

Val Arg Asp Tyr Ser Ser Thr Gly Ser Ser Lys Ala Leu Ser Thr Cys 
225 230 235 240 

Thr Ala His Phe He Val Val Leu Met Phe Phe Gly Pro Cys He Phe 

245 250 255 

He Tyr Val Trp Pro Ser Thr Asn Phe Leu Val Asp Lys He Leu Ser 

260 265 " 270 

Val Phe Tyr Thr He Phe Thr Pro Phe Leu Asn Pro Leu He Tyr Thr 

275 280 285 

Leu Arg Asn Gin Glu Val Lys Thr Ala Met Lys Lys Lys Leu Asn He 

290 295 "* 300 

Gin Tyr Phe Ser Leu Gly Lys Thr Ala Pro 
305 310 

<210> 1449 
<211> 317 
<212> PRT 

<213> Unknown (H38g366 protein) 
<220> 

<223> Synthetic construct 
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<400> 1449 
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Ser 


Leu 


Leu 


Gin 


He Pro 


Arg 


He 


Glu 


Met 


Lys 


He 


Arg 








305 








310 










315 













<210> 


1450 










<211> 


101 










<212> 


PRT 










<213> 


Unknown (H38g367 protein) 










<220> 












<223> 


Synthetic construct 










<221> 


VARIANT 










<222> 


(1) . . . (101) 










<223> 


Xaa = Any Amino Acid 










<400> 


1450 










Gin Met Leu Thr Asp Trp Trp Gly Pro Asn Arg 


Thr 


Thr 


Ser Tyr 


Val 


1 


5 10 






15 




Asn Cys Thr He Gin Phe Leu Val Ser Leu Xaa 


Cys 


Met 


Cys His 


Tyr 




20 25 






30 




He He Ser Tyr Asn Tyr Phe He He He Cys 


His 


Pro 


Leu Xaa 


Tyr 
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35 40 45 

Leu Leu lie Met Asn Leu Tyr Leu Leu Leu Asn Leu Thr Leu lie Leu 

50 55 60 

Glu Gly Xaa Phe lie His Phe Trp His His Val Tyr Ser He Leu Lys 
65 70 75 80 

lie Pro Arg Met Lys Lys Lys Asn Leu Gin He He Pro Leu He Gly 

85 90 95 

Cys Cys Leu Ala Glu 
100 

<210> 1451 
<211> 169 
<212> PRT 

<213> Unknown (H38g368 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (169) 

<223> Xaa = Any Amino Acid 



<400> 1451 



Asn 


Ser 


Glu 


Ser 


Lys 


His 


Phe 


Leu 


Leu 


Leu 


Lys 


Leu Cys Ser 


Met 


Phe 


1 








5 










10 






15 




Ala 


Val 


Thr 


Phe 


Leu 


Ser 


Leu 


He 


Leu 


Ser 


Gly 


Lys Gly Leu 


Gin 


Phe 








20 










25 






30 






Pro 


Phe 


Tyr 


Phe 


Ser 


Glu 


Cys 


Asn 


Cys 


Lys 


Val 


Ser Asp Val 


Phe 


Thr 






35 










40 








45 






Val 


Glu 


Thr 


Arg 


Glu 


Gin 


Glu 


Ala 


Pro 


Met 


Lys 


Thr Thr Gly 


Phe 


Tyr 




50 










55 










60 






Gly Gly 


He 


Met 


Val 


Trp 


Xaa 


Val 


Glu 


Ala 


Cys 


Tyr Ser Ser 


Cys 


He 


65 










70 










75 






80 


Ser 


Leu 


Gly 


Ser 


Asn 


Pro 


Asp 


Tyr 


Thr 


Ala 


Tyr 


Gly Ala Leu 


Thr 


Ala 










85 










90 






95 




Arg 


Xaa 


Pro 


Gin 


Glu 


Phe 


Leu 


Cys 


Trp 


Xaa 


Asn 


Arg Phe He 


He 


Met 








100 










105 






110 






Pro 


Val 


Asn 


Leu 


Lys 


Met 


Leu 


Xaa 


Val 


Lys 


Thr 


He Trp Cys 


Phe 


Ser 






115 










120 








125 






Arg 


Thr 


Gin 


Xaa 


Ser 


Leu 


Thr 


Val 


He 


Thr 


He 


Phe Pro Leu 


Pro 


Thr 




130 










135 










140 






Phe 


Asn 


Lys 


Xaa 


He 


He 


Tyr 


He 


Tyr 


Xaa 


Thr 


Lys Glu He 


Xaa 


Ser 


145 










150 










155 






160 


Cys 


Phe 


Ser 


Glu 


Thr 


Thr 


Gin 


Phe Tyr 




















165 





















<210> 1452 
<211> 279 
<212> PRT 

<213> Unknown (H3 8g369 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (279) 

<223> Xaa = Any Amino Acid 

<400> 1452 

Leu Pro Pro Leu Phe Phe Arg Val Phe Val He Leu Phe Val Ser Leu 
15 10 15 
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Leu 


Phe 


Val 


Lys 


Leu 


Cys 


He 


Leu 


Phe 


Leu 


He 


He 


Leu 


Leu 


Val 


Lys 








20 










25 










30 






Phe 


Leu 


Leu 


Lys 


Thr 


Lys 


He 


Ala 


Met 


Thr 


Tyr 


Phe 


Thr 


Tyr 


Leu 


Ser 






35 










40 










45 








Asn 


Tyr 


Lys 


Leu 


Lys 


Ala 


Xaa 


Asn 


Ser 


He 


Asp 


Phe 


His 


He 


His 


Met 




50 










55 










60 










Phe 


Val 


Tyr 


Val 


Tyr 


He 


Met 


Asn 


Lys 


Leu 


Val 


His 


Leu 


Lys 


Tyr 


Glu 


65 










70 










75 










80 


Thr 


Leu 


Thr 


Ser 


Leu 


Pro 


Phe 


Phe 


Trp Asn 


Ser 


Leu 


Gly 


Cys 


Leu 


Asp 










85 










90 










95 




Thr 


Ser 


Xaa 


Phe 


Cys 


Phe 


Thr 


Phe 


Tyr 


Val 


Thr 


Tyr 


Ser 


Ser 


Leu 


He 








100 










105 










110 






Val 


lie 


Asn 


Met 


Leu 


Tyr 


Phe 


Leu 


Ala 


Val 


Leu 


Ala 


Lys 


Ser 


Ser 


Phe 






115 










120 










125 








lie 


Leu 


Cys 


Phe 


Asn 


Ser 


Leu 


Ser 


Val 


Asn 


Cys 


Asp 


Thr 


Phe 


Cys 


Val 




130 










135 










140 










Trp 


Leu 


Ser 


Cys 


Phe 


Gly 


He 


Val 


Tyr 


Leu 


Asp 


Val 


His 


Pro 


He 


Ala 


145 










150 










155 










160 


His 


Cys 


Leu 


Phe 


Leu 


Lys 


Arg 


Leu 


Phe 


Lys 


Cys 


Tyr 


Val 


Phe 


Leu 


Xaa 










165 










170 










175 




Ser 


Leu 


Val 


Phe 


Cys 


Phe 


Met 


His 


Ala 


Leu 


Leu 


Pro 


Xaa 


Thr 


Leu 


Lys 








180 










185 










190 






Asn 


Thr 


Cys 


Phe 


Asp 


Val 


Leu 


Phe 


He 


Phe 


He 


Cys 


Glu 


Lys 


Ser 


Leu 






195 










200 










205 








Leu 


Ala 


Asn 


Met 


Ser 


Phe 


Val 


Thr 


He 


Val 


Ser 


Ser 


Leu 


He 


Leu 


Leu 




210 










215 










220 










Thr 


Asn 


Xaa 


Glu 


He 


He 


Ser 


Phe 


Ser 


Ser 


Val 


He 


Leu 


Cys 


Gly 


Thr 


225 










230 










235 










240 


lie 


His 


Leu 


Asn 


Leu 


Ser 


Ser 


Phe 


Phe 


Leu 


His 


Arg 


Phe 


Phe 


He 


Phe 










245 










250 










255 




Phe 


Phe 


Cys 


Leu 


Lys 


Ser 


Ala 


Asn 


He 


Tyr 


Leu 


Asn 


Val 


Asp 


Leu 


Leu 








260 










265 










270 






Ser 


He 


He 


Leu 


Thr 


Leu 


Val 





















275 

<210> 1453 
<211> 154 
<212> PRT 

<213> Unknown (H3 8g370 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(154) 

<223> Xaa - Any Amino Acid 



<400> 1453 



Cys 


Thr 


Met 


Cys 


Val 


Trp 


Leu 


Leu 


Ala 


Xaa 


Asp 


Arg 


Gin 


He 


His 


He 


1 








5 










10 










15 




His 


Ser 


His 


Ser 
20 


Asn 


Lys 


Pro 


Lys 


Gin 
25 


Val 


Thr 


His 


Pro 


Met 
30 


Cys 


Phe 


Trp 


Asp 


Lys 


Asp 


Val 


His 


Ser 


Ser 


Trp 


Ala 


Trp Gly 


Cys 


Gly 


Tyr 


Arg 






35 










40 










45 








Lys 


Gly 
50 


Asn 


Lys 


Phe 


Phe 


Leu 
55 


Ser 


Tyr 


Asp 


Thr 


Leu 
60 


Cys 


Pro 


Pro 


Lys 


Val 


He 


His 


Pro 


Phe 


Arg 


Xaa 


Gin 


Leu 


Phe 


Leu 


Ser 


Ser 


Ser 


Asp 


He 


65 










70 










75 










80 


He 


Asn 


Asp 


Pro 


His 
85 


He 


Asp 


Lys 


His 


Asp 
90 


Ser 


Thr 


Leu 


He 


Thr 
95 


Leu 


Xaa 


Ala 


Phe 


Tyr 


Thr 


He 


Phe 


Tyr 


Lys 


Pro 


Thr 


Met 


Leu 


His 


Leu 


Phe 
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100 105 110 

Ser Glu lie Leu Ser Met lie Tyr Phe Met Gly Thr Lys Lys Asn Glu 

115 120 125 

Xaa Lys Pro Arg Lys Lys Asp Cys Glu Ser His Xaa Lys Gly Leu Glu 

130 135 140 

Xaa Met Gly Gin He He He Leu Phe Tyr 
145 150 

<210> 1454 
<211> 186 
<212> PRT 

<213> Unknown (H38g371 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(186) 

<223> Xaa = Any Amino Acid 

<400> 1454 



Pro 


Ala 


His 


Pro 


Arg 


Ser 


Pro 


His 


His 


Pro 


Leu 


Phe 


Pro 


Pro 


Tyr 


He 


1 








5 










10 










15 




Tyr 


Leu 


Lys 


Asn 
20 


Phe 


Phe 


Pro 


Thr 


He 
25 


Phe 


Pro 


Gin 


Asn 


Leu 
30 


Leu 


Ser 


Leu 


Leu 


Phe 
35 


Thr 


Thr 


Val 


Phe 


Pro 
40 


Pro 


Pro 


Pro 


Thr 


Pro 
45 


Asn 


He 


Phe 


Ser 


Pro 
50 


Pro 


Ser 


Phe 


Pro 


His 
55 


Cys 


Leu 


Phe 


Cys 


Asn 
60 


Thr 


Phe 


Ser 


Cys 


Ser 


Leu 


He 


Leu 


Tyr 


Phe 


Pro 


Leu 


Ala 


Leu 


Thr 


Thr 


Leu 


Phe 


Thr 


Pro 


65 










70 










75 










80 


Pro 


Ser 


Thr 


Pro 


Lys 
85 


Leu 


Phe 


Ser 


Pro 


Ser 
90 


Tyr 


Arg 


Ser 


Ser 


His 
95 


Thr 


Ala 


Val 


Ser 


Val 


Ala 


Ala 


Thr 


Asn Arg 


Ser 


Glu 


Ala 


Ser 


Cys 


Ala 


Cys 








100 










105 










110 






Arg 


Ser 


His 
115 


Ser 


Leu 


Gin 


His 


Ala 
120 


Ala 


Val 


Ala 


Ser 


Pro 
125 


Cys 


Pro 


Gly 


Pro 


Leu 
130 


Ser 


Arg 


Glu 


Arg 


Ser 
135 


Ser 


Pro 


Ala 


Arg 


Arg 
140 


His 


Ala 


Xaa 


Ala 


Xaa 


Asn 


Gly 


Leu 


Thr 


Pro 


Leu 


Leu 


Ala 


Pro 


Phe 


He 


Tyr 


Xaa 


Gly 


Tyr 


145 










150 










155 










160 


Ala 


Tyr 


Glu 


Val 


Pro 
165 


Gly 


Leu 


Leu 


Phe 


Gin 
170 


Asp 


Trp 


Val 


Arg 


Glu 
175 


Asn 


Ala 


Glu 


Ala 


Tyr 
180 


Ser 


Asp 


Trp 


Thr 


Leu 
185 


Leu 















<210> 1455 

<211> 142 

<212> PRT 

<213> Unknown (H38g372 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (142) 

<223> Xaa = Any Amino Acid 

<400> 1455 

Tyr He Glu Met Asp Asn Tyr Phe Leu Thr Xaa Leu Xaa Arg Tyr Leu 
15 10 15 



742 



BNSOOCID: <WO 0127158A2_I_> 



WO 01/27158 



PCT/US00/27582 



Leu 


Phe 


Phe 


His 
20 


Phe 


He 


He 


Ser 


Thr 
25 


Gin 


Tyr 


Phe 


Gly 


He 
30 


Lys 


Lys 


Phe 


He 


Leu 
35 


Thr 


Ser 


Leu 


Leu 


Ala 
40 


Tyr 


Cys 


Phe 


Trp 


Met 
45 


Phe 


Ser 


He 


Thr 


Lys 


Phe 


Leu 


Thr 


Tyr Gly 


Leu 


Lys 


Trp 


Leu 


Leu 


He 


Pro 


Asp 


Cys 




50 










55 










60 










Xaa 


Ser 


Trp 


Tyr 


Gin 


His 


Ala 


Xaa 


Phe 


Asn 


Pro 


Xaa 


Gin 


He 


Leu 


Phe 


65 










70 










75 










80 


Leu 


Gin 


Asn 


Ser 


Xaa 
85 


Ser 


Trp 


Leu 


Glu 


Val 
90 


Tyr 


Phe 


Tyr 


Leu 


Phe 
95 


Leu 


Leu 


Phe 


Ala 


Val 
100 


Pro 


Phe 


Asp 


Lys 


He 
105 


He 


Phe 


Leu 


Ser 


Xaa 
110 


Lys 


Met 


Tyr 


Leu 


Asn Lys 


Xaa 


He 


He 


Ser 


Val 


Leu 


Val 


Gly 


Thr 


Arg 


Trp 


Thr 






115 










120 










125 








Phe 


Gin 
130 


Arg 


Cys 


Val 


His 


Thr 
135 


Leu 


Cys 


He 


Leu 


Ser 
140 


Leu 


Phe 







<210> 1456 
<211> 82 
<212> PRT 

<213> Unknown (H38g373 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(82) 

<223> Xaa = Any Amino Acid 



<400> 1456 



Asn 


Val 


Phe 


Arg 


Xaa 


Phe 


Leu 


Asp 


Phe 


Cys 


Arg 


Asp 


Ser 


Asp 


He 


His 


1 








5 










10 










15 




Arg 


Ala 


Tyr 


Leu 


Cys 


He 


Leu 


Ser 


Ser 


Xaa 


Leu 


Arg 


Phe 


Ser 


Val 


Leu 








20 










25 










30 






Gly 


He 


Phe 


Xaa 


Gly Arg Ala Met 


Asn 


He 


Leu 


He 


Gly 


Leu 


Thr 


Lys 






35 










40 










45 








Val 


Leu 


Lys 


Cys 


Pro 


He 


Leu 


Cys 


Val 


Val 


Phe 


Asn 


His 


Thr 


Cys 


He 




50 










55 










60 










Leu 


He 


Thr 


Thr 


Leu 


Ala 


Val 


He 


Ala 


Tyr 


Arg 


Phe 


Arg 


Gin 


Ser Gly 


65 










70 










75 










80 


Tyr 


Ser 































<210> 


1457 


















<211> 


207 


















<212> 


PRT 


















<213> 


Unknown (H38g374 protein) 


















<220> 




















<223> 


Synthetic construct 


















<221> 


VARIANT 


















<222> 


(1) . . . (207) 


















<223> 


Xaa = Any Amino Acid 


















<400> 


1457 


















Glu He He Leu He Gly He Ser 


Leu 


Lys 


Leu 


Tyr 


Leu 


Val 


Val 


Phe 


1 


5 




10 










15 




Thr He He Lys He Lys Xaa His 


Ser 


He 


Gly 


Leu 


Ser 


Ser 


Asn 


Lys 




20 


25 










30 






Asn Met Arg Leu Pro Ser Asp Phe 


Phe 


Leu 


Ser 


Gin 


Ala 


He 


Tyr 


Tyr 
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35 










40 










45 








Xaa 


Trp 
50 


Ala 


Leu 


Met 


Cys 


Val 
55 


Leu 


Glu 


Asn 


Lys 


Thr 
60 


Tyr 


Ala 


Ser 


Val 


Arg 


Leu 


Val 


Xaa 


Arg 


Phe 


Gly 


Trp 


Xaa 


Lys 


Leu 


Ala 


Asn 


Xaa 


Met 


Ser 


65 










70 










75 










80 


Val 


Leu 


Tyr 


Leu 


Glu 


Ala 


Asn 


Leu 


Gly Asn Met 


Asp 


Asn 


Ala 


Leu 


Leu 










85 










90 










95 




Lys 


Xaa 


Leu 


Lys 
100 


Arg 


Asn 


Tyr 


Phe 


Val 
105 


Phe 


Val 


Phe 


Thr 


Ser 
110 


Phe 


Leu 


Phe 


Gly 


Cys 
115 


He 


Ala 


Phe 


Lys 


Xaa 
120 


Lys 


Glu 


He 


Phe 


Tyr 
125 


Pro 


Tyr 


Thr 


Ser 


He 
130 


Cys 


He 


Tyr 


His 


Leu 
135 


Leu 


Met 


Met 


Glu 


Arg 
140 


Lys 


Val 


Ser 


Cys 


Leu 


Thr 


Leu 


He 


Cys 


Leu 


Ala 


Xaa 


Asp 


Leu 


Xaa 


His 


Phe 


Xaa 


Cys 


Ser 


145 










150 










155 










160 


Leu 


Val 


Thr 


Val 


Leu 
165 


Ser 


Leu 


Glu 


Cys 


Xaa 
170 


Gin 


Leu 


Asp 


He 


Cys 
175 


Asn 


Val 


Val 


Thr 


Tyr 


Phe 


Asn 


Thr 


Met 


Val 


Xaa 


Ser 


Thr 


Thr Gly 


Ser 


Asn 








180 










185 










190 






Ser 


Xaa 


Thr 
195 


Pro 


Asn 


His 


Ser 


Val 
200 


Leu 


He 


Cys 


Asn 


Met 
205 


Leu 


Lys 





<210> 1458 




























<211> 313 




























<212> PRT 




























<213> Unknown (H3 8g375 protein) 


















<220> 




























<223> Synthetic 


construct 




















<400> 1458 




























Met Arg Asn 


Leu 


Ser Gly 


Gly 


His 


Val 


Glu 


Glu 


Phe 


Val 


Leu 


Val 


Gly 


1 




5 










10 










15 




Phe Pro Thr 


Thr 


Pro 


Pro 


Leu 


Gin 


Leu 


Leu 


Leu 


Phe 


Val 


Leu 


Phe 


Phe 




20 










25 










30 






Ala He Tyr 


Leu 


Leu 


Thr 


Leu 


Leu 


Glu 


Asn 


Ala 


Leu 


He 


Val 


Phe 


Thr 


35 










40 










45 








He Trp Leu 


Ala 


Pro 


Ser 


Leu 


His 


Arg 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly 


50 








55 










60 










His Leu Ser 


Phe 


Leu 


Glu 


Leu 


Trp 


Tyr 


He 


Asn 


Val 


Thr 


He 


Pro 


Arg 


65 






70 










75 










80 


Leu Leu Ala 


Ala 


Phe 


Leu 


Thr 


Gin Asp Gly Arg Val 


Ser 


Tyr 


Val 


Gly 






85 










90 










95 




Cys Met Thr 


Gin 


Leu 


Tyr 


Phe 


Phe 


He 


Ala 


Leu 


Ala 


Cys 


Thr 


Glu 


Cys 




100 










105 










110 






Val Leu Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Leu 


Ala 


He 


Cys 


Gly 


115 










120 










125 








Pro Leu Leu 


Tyr 


Pro 


Ser 


Leu 


Met 


Pro 


Ser 


Ser 


Leu 


Ala 


Thr 


Arg 


Leu 


130 








135 










140 










Ala Ala Ala 


Ser 


Trp Gly 


Ser 


Gly 


Phe 


Phe 


Ser 


Ser 


Met 


Met 


Lys 


Leu 


145 






150 










155 










160 


Leu Phe He 


Ser 


Gin 


Leu 


Ser 


Tyr 


Cys 


Gly 


Pro 


Asn 


He 


He 


Asn 


His 






165 










170 










175 




Phe Phe Cys 


Asp 


He 


Ser 


Pro 


Leu 


Leu 


Asn 


Leu 


Thr 


Cys 


Ser 


Asp 


Lys 




180 










185 










190 






Glu Gin Ala 


Glu 


Leu 


Val 


Asp 


Phe 


Leu 


Leu 


Ala 


Leu 


Val 


Met 


He 


Leu 


195 










200 










205 








Leu Pro Leu 


Leu 


Ala 


Val 


Val 


Ser 


Ser 


Tyr 


Thr 


Ala 


He 


He 


Ala 


Ala 


210 








215 










220 










He Leu Arg 


He 


Pro 


Thr 


Ser Arg Gly Arg His 


Lys 


Ala 


Phe 


Ser 


Thr 


225 






230 










235 










240 
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Cys Ala 


Ala 


His 


Leu 


Ala 


val 


val 


Val 


lie 


Tyr 


Tyr 


Ser 


Ser 


Thr 


Leu 








O A Q 










o ^ n 










Zdd 




Phe Thr 


Tyr 


Ala 


Arg 


Pro 


Arg 


Ala 


Met 


Tyr 


Thr 


Phe 


Asn 


His 


Asn 


Lys 






260 










265 










270 






He He 


Ser 


Val 


Leu 


Tyr 


Thr 


He 


He 


Val 


Pro 


Phe 


Phe 


Asn 


Pro 


Ala 




275 










280 










285 








He Tyr 


Cys 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Glu 


Ala 


Phe 


Arg 


Lys 


Thr 


290 










295 










300 










Val Met 


Gly Arg 


Cys 


His 


Tyr 


Pro 


Arg 
















305 








310 






















<210> 1459 




























<211> 322 




























<212> PRT 




























<213> Unknown (H38g376 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1).. 


. (322) 
























<223> Xaa » 


Any 


Amino Acid 




















<400> 1459 




























His Thr 


Glu 


Pro 


Leu 


Asn 


Leu 


Thr 


Gly Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 


1 






5 










10 










15 




Gly Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


LeU 


Gin 


Pro 


Val 


Leu 


Ala 


Leu 


Leu 


Ser 






20 










25 










30 






Leu Ser 


Leu 


Ser 


Met 


Tvr 


Leu 


Val 


Thr 


Val 


Leu 


Arg 


Asn 


Leu 


Leu 


Ser 




35 










40 










45 








lie Leu 


Ala 


Val 


Ser 


Ser 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


50 










55 










60 










Phe Leu 


Ser 


Asn 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Gly 


Tyr 


Thr 


Ser 


Ala 


Thr 


65 








70 










75 










80 


Val Pro 


Lys 


Met 


He 


Val 


Asp 


Thr 


Gin 


Ser 


His 


Gly Arg Val 


He 


Ser 








85 










90 










95 




His Ala 


Gly Cys 


Leu 


Thr 


Gin 


Met 


Ser 


Phe 


Leu 


Val 


Leu 


Phe 


Ala 


Cys 






100 










105 










110 






lie Glu 


Asp 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Cys 


Phe 


Val 


Ala 




115 










120 










125 








lie Cys 


Cys 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Cys 


130 










135 










140 










Val Phe 


Phe 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu Asp 


Ser 


Gin 


145 








150 










155 










160 


Leu His 


Ser 


Trp 


He 


Val 


Leu 


Gin 


Phe 


Thr 


He 


He 


Lys 


Asn 


Val 


Glu 








165 










170 










175 




lie Ser 


Asn 


Phe 


Val 


Cys 


Asp 


Pro 


Ser 


Gin 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 






180 










185 










190 






Ser Asp 


Ser 


Val 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 




195 










200 










205 








Phe Gly 


Phe 


Leu 


Pro 


He 


Ser 


Gly 


He 


Leu 


Leu 


Ser 


Tyr 


Ser 


Lys 


He 


210 










215 










220 










Val Pro 


Ser 


Val 


Leu 


Arg 


Met 


Ser 


Ser 


Ser Asp Gly Lys 


Tyr 


Lys 


Ala 


225 








230 










235 










240 


Phe Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Xaa 


Phe 


Asp 


Gly 








245 










250 










255 




Thr Gly 


He 


Gly Met 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ala 


Pro 


Pro 


Pro 


Arg 






260 










265 










270 






Asn Gly Val 


Val 


Glu 


Ser 


Gly Met 


Tyr 


Ala 


Val 


Val 


Thr 


Pro 


Met 


Leu 




275 










280 










285 








Asn Leu 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


His 


Thr 


Gin 


Ser 


Ala 


Leu 
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290 295 300 

Arg Arg Leu Arg Ser Arg Thr Val Glu Ser His Asp Leu Leu His Pro 
305 310 315 320 

Phe Ser 



<210> 1460 
<211> 186 
<212> PRT 

<213> Unknown (H38g377 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (186) 

<223> Xaa = Any Amino Acid 

<400> 1460 



Pro 


Val 


Pro 


Gin 


His 


Leu 


Phe 


Phe 


Phe 


Leu 


Lys 


Val 


Thr 


Gly His 


Leu 


1 








5 










10 










15 




Leu 


Thr 


Xaa 


He 
20 


Arg 


Asn 


Leu 


Xaa 


Phe 
25 


Val 


Pro 


Asp 


Phe 


Ser 
30 


Phe 


Ser 


Leu 


Ala 


Leu 
35 


His 


He 


Tyr 


Gin 


Xaa 
40 


Tyr 


Xaa 


Phe 


Xaa 


Thr 
45 


Asn 


Leu 


Asn 


Glu 


Leu 
50 


His 


Leu 


Cys 


Pro 


Ser 
55 


Leu 


He 


Ser 


Pro 


Pro 
60 


Ser 


Leu 


Ser 


Val 


His 


Xaa 


Leu 


Arg 


Leu 


His 


His 


Val 


Asn 


Tyr 


Tyr 


His 


Gly 


Met 


Leu 


Thr 


65 










70 










75 










80 


Glu 


Leu 


Leu 


Leu 


Pro 
85 


Met 


Val 


Pro 


Cys 


His 
90 


Asn 


Ser 


Ser 


Phe 


He 
95 


Trp 


Leu 


Pro 


He 


Asn 


Phe 


Xaa 


Lys 


Phe 


He 


Cys 


He 


Cys 


Tyr 


Phe 


Ser Gly 








100 










105 










110 






Xaa 


Lys 


Leu 


Pro 


Met 


His 


Val 


Glu Asp Gly Met 


Gin 


Thr 


Ala 


Leu 


His 






115 










120 










125 








Ala 


Cys 
130 


Pro 


Leu 


Leu 


Met 


Gin 
135 


Leu 


Leu 


Leu 


Ser 


He 
140 


Pro 


His 


Ser 


Tyr 


Pro 


Leu 


Leu 


Leu 


Asp 


Asn 


Ser 


Phe 


Leu 


Phe 


Leu 


Arg 


Leu 


His 


Pro 


Arg 


145 










150 










155 










160 


Ser 


Lys 


Leu 


Ser 


Tyr 
165 


Phe 


Leu 


His 


He 


Leu 
170 


Leu 


Ser 


Xaa 


Pro 


Phe 
175 


Thr 


Tyr 


Val 


Asn 


His 


Leu 


Leu 


Pro 


Phe 


Leu 


Leu 















180 185 

<210> 1461 
<211> 336 
<212> PRT 

<213> Unknown (H38g378 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(336) 

<223> Xaa - Any Amino Acid 

<400> 1461 

Ser Arg Asp Pro Gin Asn Leu Thr Asp Val Ser He Phe Leu Leu Leu 

15 10 15 

Gly Ser Ser Glu Asp Pro Glu Arg Gin Pro Val Leu Thr Gly Leu Phe 
20 25 30 
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Leu Ser Thr Cys Leu Val Met Ala Leu Gly Asn Leu Leu lie lie Leu 

35 40 45 

Ala lie Ser Pro Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp He Ser Phe Thr Ser Thr Thr Val Pro 
65 70 75 80 

Lys Met Thr Val Asp He Gin Ser His Ser Arg Val He Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Leu Phe Ala He Phe Gly Gly Met Glu 

100 105 110 

Asp Asn He Leu Leu Ser Val Met Ala Tyr Asp Gin Phe Val Ala Lys 

115 120 125 

Cys His Pro Leu Tyr His Ser Ala He Met Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Leu Leu Leu Leu Ser Phe Phe Ser Ser Leu Ser Leu Leu Asp Ala 
145 150 155 160 

Gin Leu Tyr Asn Leu He Ala Leu Gin Met Thr Cys Phe Lys Asp Val 

165 170 175 

Glu He Pro Asn Phe Phe Trp Asp Pro Ser Gin Leu Pro His Leu Ala 

180 185 190 

Cys Cys Asp Thr Phe Asn Asn Asn He He Leu Tyr Phe Pro Asp Ala 

195 200 205 

He Phe Gly Phe Leu Pro He Ser Gly Thr Leu Phe Ser Tyr Asp Lys 

210 215 220 

He Val Ser Ser He Leu Arg Val Ser Ser Ser Gly Gly Lys Tyr Lys 
225 230 235 240 

Ala Phe Ser Thr Tyr Gly Ser His Leu Ser Asp Val Ser Xaa Phe Tyr 

245 250 255 

Gly Thr Gly Val Gly Gly Tyr Leu Ser Ser Asp Val Ser Ser Ser Pro 

260 265 270 

Arg Lys Thr Ala Val Ala Ser Val Met Tyr Ala Val Val Thr Pro Met 

275 280 285 

Met Asn Pro Phe He Tyr Ser Pro Arg Asn Arg Asp Met Lys Ser Val 

290 295 300 

Leu Arg Arg Pro His Gly Ser Thr Phe Xaa Ser Gin Tyr Leu Leu He 
305 310 315 320 

Cys Ser He Pro Phe Ala Val Trp Val Glu Lys Gly Cys Met Met Lys 
325 330 335 

<210> 1462 
<211> 157 
<212> PRT 

<213> Unknown (H38g379 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...{157) 

<223> Xaa - Any Amino Acid 

<400> 1462 

Phe Leu Lys Met Arg Leu Lys Glu Leu Met Xaa Asp Arg Thr He Met 

15 10 15 

Asp Tyr Trp Arg Glu Gly Arg His He Xaa Gly Met Phe Leu Ala Phe 

20 25 30 

Pro Phe Gly Xaa Pro He Pro Lys Leu Phe Leu Trp Val Ser He Arg 

35 40 45 

Asp Met Ala Val Thr Trp Met Asp His Arg His Glu Ser Cys Ser Pro 

50 55 60 

Phe Leu Pro Lys Leu Gin Pro Phe Ser Ser Cys His Val Ser Glu Leu 
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65 










70 










75 










80 


Cys 


Thr 


Cys 


Leu 


Asp 
85 


Thr 


Phe 


Thr 


Lys 


Ser 
90 


Tyr 


He 


Thr 


Xaa 


He 
95 


Arg 


Gly 


Leu 


Lys 


Gly 
100 


Phe 


Asn 


His 


Leu 


Cys 
105 


Phe 


Leu 


Leu 


His 


Tyr 
110 


Cys 


His 


Cys 


Ala 


Arg 
115 


Ala 


Gin 


Val 


Ser 


Xaa 
120 


Asn 


Ala 


Pro 


Trp 


Ser 
125 


Leu 


Ala 


Gin 


Arg 


Cys 
130 


Gin 


Pro 


Asn 


Met 


Leu 
135 


lie 


Arg 


Xaa 


Leu 


Phe 
140 


Cys 


Leu 


Lys 


Leu 


Val 


Val 


His 


Asp 


Arg 


Leu 


Xaa 


His 


Val 


Leu 


Ser 


Leu 


Leu 








145 










150 










155 













<210> 1463 
<211> 325 
<212> PRT 

<213> Unknown (H38g3 80 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (325) 

<223> Xaa = Any Amino Acid 



<400> 1463 

Met Lys lie Asn Gin Thr He Leu Lys Glu Phe He Leu Val Gly Phe 

15 10 15 

Ser Val Tyr Pro His Val Gin Thr Phe Leu Phe Val Val Phe Phe Cys 

20 25 30 

Leu Tyr Leu Leu Thr Leu Ala Gly Asn Leu Thr He Met Gly Leu Thr 

35 40 45 

Xaa Val Asp Arg Ser Leu His Thr Pro Met Tyr Leu Phe Leu Ser Ala 

50 55 60 

Leu Ser Phe Ser Glu Thr Cys Tyr Thr Leu Thr He Val Pro Lys Met 
65 70 75 80 

Leu Glu Asp Leu Leu Ala Lys Asp Arg Ser He Ser Val Thr Gly Cys 

85 90 95 

Ser Leu Gin Met Cys Phe Phe Leu Gly Leu Gly Gly Thr Asn Cys He 

100 105 110 

lie Leu Thr Leu Met Gly Tyr Asp Arg Phe Leu Ala He Cys Asn Pro 

115 120 125 

Leu Arg Tyr Pro Leu Leu Met Thr Asn He Val Cys Gly Gin Leu Val 

130 135 140 

Ala Ser Ala Cys Thr Ala Gly Phe Phe He Ser Leu Thr Glu Thr Ala 
145 150 155 160 

Leu He Phe Arg Asp Ser Phe Cys Arg Pro Asn Leu Val Lys His Phe 

165 170 175 

Phe Cys His Met Leu Ala Val He Arg Leu Ser Cys He Asp Ser Asn 

180 185 190 

His Thr Glu Phe He He Thr Leu He Ser Val Ser Gly Leu Leu Gly 

195 200 205 

Thr Leu Leu Leu He He Leu Thr Asp Val Phe He He Ser Thr Val 

210 215 220 

Leu Arg He Pro Ser Ala Glu Gly Lys Gin Lys Ala Phe Thr Thr Cys 
225 230 235 240 

Ala Ser His Leu Thr Val Val He He His Phe Gly Phe Ala Ser He 

245 250 255 

Val Tyr Leu Lys Pro Glu Ala Ser Gly Asp Asp Thr Leu He Ala Val 

260 265 270 

Pro Tyr Thr Val He Thr Pro Phe Leu Ser Pro He He Phe Ser Leu 
275 280 285 
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Arg Asn Lys Asp Met Lys Asn Ala Phe Arg Arg Met Met Gly Asn Thr 

290 295 300 

Val Ala Leu Lys Lys lie lie Leu Gly Cys Cys Cys Leu Phe Glu Glu 
305 310 315 320 

Gly Leu Asn Val Pro 
325 

<210> 1464 
<211> 313 
<212> PRT 

<213> Unknown (H38g381 protein) 
<220> 

<223> Synthetic construct 



<400> 1464 



Met 


Gly 


Gin 


Thr 


Asn 


Val 


Thr 


Ser 


Trp 


Arg 


Asp 


Phe 


Val 


Phe 


Leu 


Gly 


1 








5 










10 










15 




Phe 


Ser 


Ser 


Ser 


Gly Glu 


Leu 


Gin 


Leu 


Leu 


Leu 


Phe 


Ala 


Leu 


Phe 


Leu 








20 










25 










30 






Ser 


Leu 


Tyr 


Leu 


Val 


Thr 


Leu 


Thr 


Ser 


Asn 


Val 


Phe 


He 


He 


He 


Ala 






35 










40 










45 








lie 


Arg 


Leu 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Leu 


Phe 


Leu 


Ser 




50 










55 










60 










Phe 


Leu 


Ser 


Phe 


Ser 


Glu 


Thr 


Cys 


Tyr Thr 


Leu 


Gly 


He 


He 


Pro 


Arg 


65 










70 










75 










80 


Met 


Leu 


Ser 


Gly 


Leu 


Ala 


Gly 


Gly Asp Gin 


Ala 


He 


Ser 


Tyr 


Val 


Gly 










85 










90 










95 




Cys 


Ala 


Ala 


Gin 


Met 


Phe 


Phe 


Ser 


Ala 


Ser 


Trp 


Ala 


Cys 


Thr 


Asn 


Cys 








100 










105 










110 






Phe 


Leu 


Leu 


Ala 


Ala 


Met 


Gly 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Ala 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Ala 


Ser 


His 


Met 


Asn 


Pro 


Thr 


Leu 


Cys 


Ala 


Gin 


Leu 




130 










135 










140 










Val 


He 


Thr 


Ser 


Phe 


Leu 


Thr 


Gly Tyr Leu 


Phe 


Gly 


Leu Gly Met 


Thr 


145 










150 










155 










160 


Leu 


Val 


He 


Phe 


His 


Leu 


Ser 


Phe 


Cys 


Ser 


Ser 


His 


Glu 


He 


Gin 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


Thr 


Pro 


Pro 


Val 


Leu 


Ser 


Leu 


Ala 


Cys 


Gly Asp 


Thr 








180 










185 










190 






Gly 


Pro 


Ser 


Glu 


Leu Arg 


He 


Phe 


He 


Leu 


Ser 


Leu 


Leu 


Val 


Leu 


Leu 






195 










200 










205 








Val 


Ser 


Phe 


Phe 


Phe 


He 


Thr 


He 


Ser 


Tyr 


Ala 


Tyr 


He 


Leu 


Ala 


Ala 




210 










215 










220 










lie 


Leu 


Arg 


He 


Pro 


Ser 


Ala 


Glu 


Gly 


Gin 


Lys 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Val 


Val 


He 


He 


His 


Tyr 


Gly Cys 


Ala 


Ser 










245 










250 










255 




Phe 


Val 


Tyr 


Leu 


Arg 


Pro 


Lys 


Ala 


Ser 


Tyr 


Ser 


Leu 


Glu 


Arg 


Asp 


Gin 








260 










265 










270 






Leu 


He 


Ala 


Met 


Thr 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


He 






275 










280 










285 








Val 


Tyr 


Ser 


Leu 


Arg 


Thr 


Arg 


Ala 


He 


Gin 


Thr 


Ala 


Leu 


Arg 


Asn 


Ala 




290 










295 










300 










Phe 


Arg 


Gly Arg 


Leu 


Leu 


Gly 


Lys 


Gly 

















305 310 



<210> 1465 
<211> 289 
<212> PRT 

<213> Unknown (H3 8g382 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(289) 

<223> Xaa = Any Amino Acid 

<400> 1465 

Leu Leu Phe Phe lie Leu Leu Leu Leu lie Tyr Leu Phe Thr lie lie 

15 10 15 

Gly Ser Leu Met Val Phe Phe Ala lie Lys Leu Asp Phe Cys Leu His 

20 25 30 

Ser Ser Leu Tyr Phe Phe He Ser Val Leu Ser Phe Leu Glu He Trp 

35 40 45 

Tyr Thr Thr He Thr He Pro Lys Met Phe Phe Asn Leu Ala Ser Glu 

50 55 60 

Gin Lys Thr Thr Ser Leu Asp Gly Cys Leu Leu Gin Met Tyr Phe Phe 
65 70 75 80 

Tyr Ser Leu Gly He Thr Glu Val Cys Leu Leu Thr Thr Arg Ala Met 

85 90 95 

Asp Arg Tyr Leu Ala He Cys Asn His Leu Cys Tyr Pro Thr Val Thr 

100 105 110 

Thr Pro Xaa Leu Tyr Thr Gin Val He Leu Gly Cys Cys He Cys Gly 

115 120 125 

Phe Phe Thr Leu Leu Pro Glu He Ala Trp He Ser Thr Leu Pro Phe 

130 135 140 

Cys Gly Pro Asn Gin He His Asn He Phe Cys Asp Leu Asp Pro He 
145 150 155 160 

Leu Asn Leu Ala Cys Val Asp Thr Gly Pro Val Val Leu He Lys Val 

165 170 175 

Val Asp He Val His Ala Val Glu He He Thr Ala He Met Leu Val 

180 185 190 

Thr Leu Ala Tyr Val Gin He He Ala Val He Leu Arg Asn Cys Ser 

195 200 205 

Ala Asp Gly Cys Gin Lys Ala Phe Ser Thr Tyr Ala Phe His Leu Ala 

210 215 220 

He Phe Leu He Phe Phe Gly Ser Val Ala Leu Met Tyr Leu Leu Phe 
225 230 235 240 

Ser Ala Lys Tyr Ser Phe Phe Trp Asp Thr Thr He Ser Leu Met Phe 

245 250 255 

Ala Val Leu Ser Pro Thr Pro He He Cys Ser Leu Arg Asn Lys Glu 

260 265 270 

He Lys Glu Ala He Lys Lys His Met Cys Gin Ser Met He Cys Thr 
275 280 285 

His 



<210> 1466 
<211> 318 
<212> PRT 

<213> Unknown (H3 8g3 83 protein) 
<220> 

<223> Synthetic construct 
<400> 1466 

Met Glu Ser Pro Asn Arg Thr Thr He Gin Glu Phe lie Phe Ser Ala 

15 10 15 

Phe Pro Tyr Ser Trp Val Lys Ser Val Val Cys Phe Val Pro Leu Leu 
20 25 30 
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Phe lie Tyr Ala Phe lie Val Val Gly Asn Leu Val lie He Thr Val 

35 40 45 

Val Gin Leu Asn Thr His Leu His Thr Pro Met Tyr Thr Phe He Ser 

50 55 60 

Ala Leu Ser Phe Leu Glu He Trp Tyr Thr Thr Ala Thr lie Pro Lys 
65 70 75 80 

Met Leu Ser Ser Leu Leu Ser Glu Arg Ser He Ser Phe Asn Gly Cys 

85 90 95 

Leu Leu Gin Met Tyr Phe Phe His Ser Thr Gly He Cys Glu Val Cys 

100 105 110 

Leu Leu Thr Val Met Ala Phe Asp His Tyr Leu Ala He Cys Ser Pro 

115 120 125 

Leu His Tyr Pro Ser He Met Thr Pro Lys Leu Cys Thr Gin Leu Thr 

130 135 140 

Leu Ser Cys Trp Val Cys Gly Phe lie Thr Pro Leu Pro Glu He Ala 
145 150 155 160 

Trp He Ser Thr Leu Pro Phe Cys Gly Ser Asn His Leu Glu His He 

165 170 175 

Phe Cys Asp Phe Leu Pro Val Leu Arg Leu Ala Cys Thr Asp Thr Arg 

180 185 190 

Ala He Val Met He Gin Val Val Asp Val He His Ala Val Glu He 

195 200 205 

He Thr Ala Val Met Leu He Phe Met Ser Tyr Asp Gly He Val Ala 

210 215 220 

Val He Leu Arg He His Ser Ala Gly Gly Arg Arg Thr Ala Phe Ser 
225 230 235 240 

Thr Cys Val Ser His Phe He Val Phe Ser Leu Phe Phe Gly Ser Val 

245 250 255 

Thr Leu Met Tyr Leu Arg Phe Ser Ala Thr Tyr Ser Leu Phe Trp Asp 

260 265 270 

He Ala He Ala Leu Ala Phe Ala Val Leu Ser Pro Phe Phe Asn Pro 

275 280 285 

He He Tyr Ser Leu Arg Asn Lys Glu He Lys Glu Ala He Lys Lys 

290 295 300 

His lie Gly Gin Ala Lys He Phe Phe Ser Val Arg Pro Gly 
305 310 315 

<210> 1467 
<211> 129 
<212> PRT 

<213> Unknown (H3 8g3 84 protein) 
<220> 

<223> Synthetic construct 
<400> 1467 

Leu Leu Lys Leu Ser Cys Ser Asp Thr His Leu Asn Glu Val He He 

15 10 15 

Leu Ser Glu Gly Ala Leu Val Met He Thr Pro Phe Leu Cys He Leu 

20 25 30 

Ala Ser Tyr Met His He Thr Cys Thr Val Leu Lys Val Pro Ser Thr 

35 40 45 

Lys Gly Arg Trp Lys Ala Phe Ser Thr Cys Gly Ser His Leu Ala Val 

50 55 60 

Val Leu Leu Phe Tyr Ser Thr He He Ala Val Tyr Phe Asn Pro Leu 
65 70 75 80 

Ser Ser His Ser Ala Glu Lys Asp Thr Met Ala Thr Val Leu Tyr Thr 

85 90 95 

Val Val Thr Pro Met Leu Asn Pro Phe He Tyr Ser Leu Arg Asn Arg 

100 105 110 

Tyr Leu Lys Gly Ala Leu Lys Lys Val Val Gly Arg Val Val Phe Ser 
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115 120 125 

Val 



<210> 1468 

<211> 162 

<212> PRT 

<213> Unknown (H38g385 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1)...(162) 
<223> Xaa = Any Amino Acid 

<400> 1468 

Leu Leu lie lie Pro Ala lie 

1 5 
Val Arg Phe Phe Leu Ala Asn 
20 

Ser Thr Thr lie Pro Lys Met 
35 

Met Ser Gly Cys Lys Gly lie 

50 55 
Leu Phe Phe lie Trp Leu Gly 
65 70 
Ala Asn Glu His Cys Val Ala 
85 

Ser Val Thr Pro Xaa Leu Cys 
100 

Phe Ala Phe Arg Asn Ala Leu 
115 

Ser Leu Cys Thr Tyr Glu Trp 
130 135 
Gin Leu Leu Lys Leu Ala Cys 
145 150 
Val Gin 



<210> 1469 
<211> 327 
<212> PRT 
<213> Unknown (H38g386 protein) 

<220> 

<223> Synthetic construct 



<400> 1469 



Met 


Leu 


Thr 


Pro 


Asn 


Asn 


Ala 


Cys 


Ser 


Val Pro 


Thr 


Ser 


Phe 


Arg 


Leu 


1 








5 










10 








15 




Thr 


Gly 


He 


Pro 


Gly 


Leu 


Glu 


Ser 


Leu 


His He 


Trp 


Leu 


Ser 


He 


Pro 








20 










25 








30 






Phe 


Gly 


Ser 


Met 


Tyr 


Leu 


Val 


Ala 


Val 


Leu Gly 


Asn 


He 


Thr 


He 


Leu 






35 










40 








45 








Ala 


Val 


Val 


Arg Met Glu Tyr 


Ser 


Leu 


His Gin 


Pro 


Met 


Tyr 


Phe 


Phe 




50 










55 








60 










Leu 


Cys 


Met 


Leu 


Ala 


Val 


He 


Asp 


Leu 


Val Leu 


Ser 


Thr 


Ser 


Thr 


Met 


65 










70 








75 










80 


Pro 


Lys 


Leu 


Leu 


Ala 


He 


Phe 


Trp 


Phe 


Gly Ala 


His 


Asn 


He 


Gly Val 



85 90 95 
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Ala Thr Asp Thr 
10 

Leu Ala Phe Val 
25 

Leu Ala Cys Lys 
40 

Pro Tyr Ala Gly 

He His Ser Phe 
75 

He Cys His Ser 
90 

Gly Leu Leu Val 
105 

Thr His Pro Val 
120 

Val Ser His Val 

Ser Asp Ala Thr 
155 



Arg Leu Ser Val Leu 
15 

Val Thr Cys Phe Thr 
30 

Glu He Pro Cys Val 
45 

Cys Leu Thr Gin Met 
60 

Leu Leu Thr Ala Met 
80 

Leu Asn Ser He Arg 
95 

Val Ala Ser Trp Thr 
110 

Leu Leu Thr Arg Leu 
125 

Phe Cys Asn Leu Ser 
140 

Leu Asn Asn Val Thr 
160 
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Asn Ala Cys Leu Ala Gin Met Phe Phe He His Cys Phe Ala Thr Val 

100 105 110 

Glu Ser Gly He Phe Leu Ala Met Ala Phe Asp His Tyr Val Ala He 

115 120 125 

Cys Asp Pro Leu His His Thr Leu Leu Leu Thr His Ala Val Val Gly 

130 135 140 

Arg Leu Gly Leu Ala Ala Leu Leu Arg Gly Val He Tyr He Gly Pro 
145 150 155 * 160 

Leu Pro Leu Val He Cys Leu Arg Leu Pro Leu Tyr His Thr Gin He 

165 170 175 

He Ala His Ser Tyr Cys Glu His Met Ala Val Val Thr Leu Ala Cys 

180 185 190 

Gly Asp Asp Thr Arg Val Asn Asn Leu Tyr Gly Met Gly He Gly Phe 

195 200 205 

Leu Val Leu He Leu Asp Ser Leu Ala He Thr Ala Ser Tyr Val Met 

210 215 220 

He Phe Arg Ala Val Met Gly Leu Ala Thr Ser Glu Ala Arg Leu Lys 
225 230 235 240 

Thr Leu Gly Thr Cys Gly Ser His He Cys Ala He Leu Val Phe Tyr 

245 250 255 

He Pro He Ala Val Ser Ser Leu Thr His Arg Phe Gly His Arg Val 

260 265 270 

Pro Pro His He His He His He His He His He His He His He 

275 280 285 

Leu Leu Ala Asn He Tyr Leu Leu He Pro Pro He Leu Asn Pro He 

290 295 300 

Val Tyr Ala Val Arg Thr Lys Gin He Arg Glu Ala Leu Leu His He 
305 310 315 320 

Lys Ala Arg Thr Gin Thr Arg 
325 

<210> 1470 
<211> 323 
<212> PRT 

<213> Unknown (H38g387 protein) 



<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (323) 

<223> Xaa = Any Amino Acid 



<400> 1470 



Val 


Ala 


Cys 


Tyr 


Leu 


Pro 


Glu 


Leu 


Ser 


Val 


Gly Cys 


Pro 


Gly Gly Lys 


1 








5 










10 










15 




Glu 


Asn 


Glu 


Thr 
20 


Gly 


Val 


Gly 


Glu 


Phe 
25 


Leu 


Leu 


Leu 


Ser 


He 
30 


Thr 


Ser 


Asp 


Ser 


Glu 
35 


Lys 


Gin 


Gin 


Ala 


Leu 
40 


Phe 


Trp 


Leu 


Phe 


Leu 
45 


Cys 


Met 


His 


Leu 


Val 


Thr 


Glu 


Ala 


Gly 


Asn 


Thr 


Pro 


He 


He 


Leu Gly 


He 


Gly 


Ser 




50 










55 










60 










Asn 


Pro 


Arg 


Leu 


His 


Thr 


Pro 


Thr 


Tyr 


Phe 


Phe 


Thr 


His 


Leu 


Ser 


Phe 


65 










70 










75 










80 


Val 


Asn 


He 


Cys 


Phe 
85 


He 


Thr 


Asn 


Leu 


He 
90 


Pro 


Lys 


Leu 


Leu 


Val 
95 


Asn 


His 


Val 


Ala Gly Thr 


Gly 


Met 


He 


Thr 


He 


Ser 


Ser 


Pro 


Gin 


Cys 


Leu 








100 










105 










110 






Thr 


Gin 


Met 
115 


Tyr 


Phe 


Leu 


He 


Ser 
120 


Phe 


Ala 


Asn 


Val 


Asp 
125 


Thr 


Phe 


Leu 


Leu 


Ala 


He 


Met 


Ala 


Leu 


Asp 


His 


Tyr 


Val 


Ala 


He 


Cys 


Ser 


Ala 


Leu 
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130 










135 










140 










Arg 


Tyr 


Cys 


Ser 


He 


He 


Thr 


Pro 


Glu 


Leu 


Cys 


Gin 


Gly 


Leu 


Ala 


Val 


145 










150 










155 










160 


Leu 


Ala 


Xaa 


Ala 


Gly 
165 


Ser 


Ser 


Leu 


He 


Ser 
170 


Leu 


Val 


His 


Thr 


Val 
175 


He 


Met 


Ser 


Arg 


Leu 
180 


Ala 


Phe 


Cys 


Ser 


Ser 
185 


Ala 


Gin 


He 


Ser 


His 
190 


Phe 


Tyr 


Cys 


Asp 


Ala 
195 


Tyr 


Leu 


Leu 


Met 


Lys 
200 


He 


Ala 


Cys 


Ser 


His 
205 


Thr 


Val 


Asn 


Gin 


His 


Val 


Phe 


Leu Gly Ala 


Val 


Val 


Leu 


Phe 


Leu 


Ala 


Pro 


Cys 


Ala 




210 










215 










220 










Leu 


He 


Leu 


Val 


Ser 


Tyr 


He 


Arg 


He 


Ala 


Ala 


Ala 


He 


Leu 


Arg 


He 


225 










230 










235 










240 


Pro 


Ser 


Pro 


Thr 


Arg Arg Arg 


Lys 


Ala 


Cys 


Ser 


He 


Cys 


Ser 


Ser 


His 










245 










250 










255 




Leu 


Ser 


Leu 


Val 
260 


Thr 


Leu 


Phe 


Tyr 


Gly 
265 


Thr 


Val 


Leu 


Gly 


He 
270 


Cys 


He 


Xaa 


Pro 


Pro 
275 


Asp 


Ser 


Phe 


Ser 


Ala 
280 


Gin 


Asp 


Thr 


He 


Ala 
285 


Thr 


He 


Met 


Tyr 


Thr 
290 


Val 


Val 


Thr 


Ser 


Met 
295 


Leu 


Asn 


Pro 


Phe 


He 
300 


Tyr 


Ser 


Leu 


Met 


Asn 


Lys 


Glu 


Val 


Gin 


Glu 


Ala 


Val 


Arg 


Arg 


Leu 


Phe 


Ser 


Arg 


Gly 


Ser 


305 










310 










315 










320 


His 


Ser 


Ser 





























<210> 1471 
<211> 202 
<212> PRT 

<213> Unknown (H38g388 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(202) 

<223> Xaa = Any Amino Acid 



<400> 1471 



Leu 


His 


Phe 


Cys 


Gly 


He 


Asp 


Val 


Thr 


Ser 


Tyr 


Gin 


Ala 


Xaa 


Gin 


He 


1 








5 










10 










15 




Leu 


Ala 


Xaa 


Gin 


Pro 


Tyr 


Asp 


Thr 


Thr 


Xaa 


Cys Gly Gin Arg 


He 


Val 








20 










25 










30 






Gly 


He 


Met 
35 


Ala 


Val 


Ala 


Trp 


Gly 
40 


He 


Gly 


Phe 


Leu 


His 
45 


Ser 


Leu 


Ser 


Gin 


Leu 


Ala 


Phe 


Ala 


Val 


His 


Leu 


Pro 


Phe Cys 


Gly 


Pro 


Asn 


Glu 


Phe 




50 










55 










60 










Asp 


Ser 


Phe 


Tyr 


Cys 


Asp 


Leu 


Pro 


Arg 


Val 


He 


Lys 


Leu 


Ala 


Cys 


Thr 


65 










70 










75 










80 


Asp 


Thr 


Tyr 


Arg 


Leu 


Asp 


He 


Met 


Val 


He 


Ala 


Asn 


Ser 


Gly Val 


Leu 










85 










90 










95 




Thr 


Val 


Cys 


Ser 
100 


Phe 


Val 


Leu 


Leu 


He 
105 


He 


Ser 


Tyr 


Thr 


He 
110 


He 


Leu 


Met 


Thr 


He 
115 


Gin 


His 


Arg 


Pro 


Leu 
120 


Asp 


Lys 


Ser 


Ser 


Lys 
125 


Ala 


Leu 


Ser 


Thr 


Leu 


Thr 


Ala 


His 


He 


Thr 


Val 


Val 


Leu 


Leu 


Phe 


Phe 


Gly 


Pro 


cys 




130 










135 










140 






Val 


Phe 


He 


Tyr 


Ala 


Trp 


Pro 


Phe 


Pro 


He 


Lys 


Ser 


Leu 


Asp 


Lys 


Phe 


145 










150 










155 










160 


Leu 


Ala 


Val 


Phe 


Tyr 
165 


Ser 


Val 


He 


Thr 


Pro 
170 


Leu 


Leu 


Asn 


Pro 


He 
175 


He 



754 

BNSOOCID: <WO 0127158A2J_> 



WO 01/27158 



PCT/USOO/27582 



Tyr Thr Leu Arg Asn Lys Asp Met Lys Thr Ala lie Arg Gin Leu Arg 

180 185 190 

Lys Trp Asp Ala His Ser Ser Val Lys Phe 
195 200 

<210> 1472 
<211> 311 
<212> PRT 

<213> Unknown (H38g389 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (311) 

<223> Xaa = Any Amino Acid 



<400> 1472 



Met 


Leu 


Thr 


Phe 


His 


Asn 


Val 


Cys 


Ser 


Val 


Pro 


Ser 


Ser 


Phe 


Trp 


Leu 


1 








5 










10 










15 




Thr 


Gly 


He 


Pro Gly Leu 


Glu 


Ser 


Leu 


His 


Val 


Trp 


Leu 


Ser 


He 


Pro 








20 










25 










30 






Phe 


Gly 


Ser 


Met 


Tyr 


Leu 


Val 


Ala 


Val 


Val 


Gly 


Asn 


Val 


Thr 


He 


Leu 






35 










40 










45 








Ala 


Val 


Val 


Lys 


He 


Glu 


Arg 


Ser 


Leu 


His 


Gin 


Pro 


Met 


Tyr 


Phe 


Phe 




50 










55 










60 










Leu 


Cys 


Met 


Leu 


Ala 


Ala 


He 


Asp 


Leu 


Val 


Leu 


Ser 


Thr 


Ser 


Thr 


He 


65 










70 










75 










80 


Pro 


Lys 


Leu 


Leu Gly 


He 


Phe 


Trp 


Phe 


Gly 


Ala 


Cys 


Asp 


He 


Gly 


Leu 










85 










90 










95 




Asp 


Ala 


Cys 


Leu Gly Gin 


Met 


Phe 


Leu 


He 


His 


Cys 


Phe 


Ala 


Thr 


Val 








100 










105 










110 






Glu 


Ser 


Gly 


He 


Phe 


Leu 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


He 






115 










120 










125 








Cys 


Asn 


Pro 


Leu 


Arg 


His 


Ser 


Met 


Val 


Leu 


Thr 


Tyr 


Thr 


Val 


Val 


Gly 




130 










135 










140 










Arg 


Leu 


Gly 


Leu 


Val 


Ser 


Leu 


Leu 


Arg 


Gly 


Val 


Leu 


Tyr 


He 


Gly 


Pro 


145 










150 










155 










160 


Leu 


Pro 


Leu 


Met 


He 


Arg 


Leu 


Arg 


Leu 


Pro 


Leu 


Tyr 


Lys 


Thr 


His 


Val 










165 










170 










175 




He 


Ser 


His 


Ser 


Tyr 


Cys 


Glu 


His 


Met 


Ala 


Val 


Val 


Ala 


Leu 


Thr 


Cys 








180 










185 










190 






Gly 


Asp 


Ser 


Lys 


Val 


Asn 


Asn 


Val 


Tyr 


Gly 


Met 


Ser 


He 


Gly 


Phe 


Leu 






195 










200 










205 








Val 


Leu 


He 


Met 


Glu 


Ser 


Val 


Asp 


Ser 


Asp 


Ala 


Ser 


Xaa 


Val 


Arg 


Ser 




210 










215 










220 










He 


Arg 


Ala 


Val 


Met 


Gly 


Leu 


Ala 


Asn 


His 


Glu 


Asp 


Arg 


He 


Lys 


Thr 


225 










230 










235 










240 


Met 


Gly 


Thr 


Gly Glu 


Tyr 


His 


He 


Cys 


Ala 


He 


Met 


He 


Phe 


Arg 


He 










245 










250 










255 




Pro 


Val 


Met 


Tyr 


He 


Pro 


Xaa 


Asp 


His 


Arg 


Asp 


Gly 


Gin 


Cys 


Val 


His 








260 










265 










270 






His 


Pro 


Val 


His 


Asn 


Met 


Met 


Ala 


Arg 


He 


Tyr 


He 


He 


Ser 


His 


Pro 






275 










280 










285 








Ser 


He 


Lys 


Pro 


Ser 


Val 


Xaa 


Asp 


Asp 


Arg 


Thr 


Lys 


Gin 


Ser 


Arg 


Glu 




290 










295 










300 










Ser 


Tyr 


He 


Gin 


Arg 


Ala 


Arg 





















305 310 



<210> 1473 
<211> 315 
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<212> PRT 

<213> Unknown (H38g390 protein) 
<220> 

<223> Synthetic construct 
<400> 1473 

Met Glu Thr Trp Val Asn Gin Ser Tyr Thr Asp Gly Phe Phe Leu Leu 

15 10 15 

Gly lie Phe Ser His Ser Thr Ala Asp Leu Val Leu Phe Ser Val Val 

20 25 30 

Met Ala Val Phe Thr Val Ala Leu Cys Gly Asn Val Leu Leu lie Phe 

35 40 45 

Leu lie Tyr Met Asp Pro His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Gin Leu Ser Leu Met Asp Leu Met Leu Val Cys Thr Asn Val Pro 
65 70 75 80 

Lys Met Ala Ala Asn Phe Leu Ser Gly Arg Lys Ser lie Ser Phe Val 

85 90 95 

Gly Cys Gly lie Gin lie Gly Leu Phe Val Cys Leu Val Gly Ser Glu 

100 105 110 

Gly Leu Leu Leu Gly Leu Met Ala Tyr Asp Arg Tyr Val Ala lie Ser 

115 120 125 

His Pro Leu His Tyr Pro lie Leu Met Asn Gin Arg Val Cys Leu Gin 

130 135 140 

lie Thr Gly Ser Ser Trp Ala Phe Gly lie lie Asp Gly Leu He Gin 
145 150 155 160 

Met Val Val Val Met Asn Phe Pro Tyr Cys Gly Leu Arg Lys Val Asn 

165 170 ~ 175 

His Phe Phe Cys Glu Met Leu Ser Leu Leu Lys Leu Ala Cys Val Asp 

180 185 190 

Thr Ser Leu Phe Glu Lys Val He Phe Ala Cys Cys Val Phe Met Leu 

195 200 205 

Leu Phe Pro Phe Ser He He Val Ala Ser Tyr Ala His He Leu Gly 

! 210 215 220 

Thr Val Leu Gin Met His Ser Ala Gin Ala Trp Lys Lys Ala Leu Ala 
225 230 235 240 

Thr Cys Ser Ser His Leu Thr Ala Val Thr Leu Phe Tyr Gly Ala Ala 

245 250 255 

Met Phe He Tyr Leu Arg Pro Arg His Tyr Arg Ala Pro Ser His Asp 

260 265 270 

Lys Val Ala Ser He Phe Tyr Thr Val Leu Thr Pro Met Leu Asn Pro 

275 280 285 

Leu He Tyr Ser Leu Arg Asn Arg Glu Val Met Gly Ala Leu Arg Lys 

290 295 300 

Gly Leu Asp Arg Cys Arg He Gly Ser Gin His 
305 310 315 

<210> 1474 
<211> 326 
<212> PRT 

<213> Unknown (H38g391 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (326) 

<223> Xaa = Any Amino Acid 

<400> 1474 



756 



BNSDOCIO < WO 0 1 27 1 58A2 J_> 



WO 01/27158 



PCT/US00/27582 



Met 


Gly 


Arg 


Trp 


Val 


Asn 


Gin 


Ser 


Tyr 


Thr 


Asp 


Gly 


Phe 


Phe 


Leu 


Leu 


1 








5 










10 










15 




Gly 


He 


Phe 


Ser 
20 


His 


Ser 


Gin 


Thr 


Asp 
25 


Leu 


Val 


Leu 


Phe 


Ser 
30 


Ala 


Val 


Met 


Val 


Val 
35 


Phe 


Thr 


Val 


Ala 


Leu 
40 


Cys 


Gly 


Asn 


Val 


Leu 
45 


Leu 


He 


Phe 


Leu 


He 


Tyr 


Leu Asp Ala 


Gly Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Gin 


Leu 


Ser 


Leu 


Met 


Asp 


Leu 


Met 


Leu 


Val 


Cys 


Asn 


He 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


Ala 


Ala 


Asn 


Phe 


Leu 


Ser 


Gly Arg 


Lys 


Ser 


He 


Ser 


Phe 


Val 










85 










90 










95 




Gly Cys 


Gly 


He 


Gin 


He 


Gly 


Phe 


Phe 


Val 


Ser 


Leu 


Val 


Gly 


Ser 


Glu 








100 










105 










110 






Gly 


Leu 


Leu 


Leu 


Gly Leu 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


Val 


Ser 






115 










120 










125 








His 


Pro 
130 


Leu 


His 


Tyr 


Pro 


He 
135 


Leu 


Met 


Asn 


Gin 


Arg 
140 


Val 


Cys 


Leu 


Gin 


He 


Thr 


Gly 


Ser 


Ser 


Trp 


Ala 


Phe Gly 


He 


He 


Asp 


Gly Val 


He 


Gin 


145 










150 










155 










160 


Met 


Val 


Ala 


Ala Met Gly 


Leu 


Pro 


Tyr 


Cys 


Gly 


Ser 


Arg 


Ser 


Val 


Asp 










165 










170 










175 




His 


Phe 


Phe 


Cys 
180 


Glu 


Val 


Gin 


Ala 


Leu 
185 


Leu 


Lys 


Leu 


Ala 


Cys 
190 


Ala 


Asp 


Thr 


Ser 


Leu 
195 


Phe 


Asp 


Thr 


Leu 


Leu 
200 


Phe 


Ala 


Cys 


Cys 


Val 
205 


Phe 


Met 


Leu 


Leu 


Leu 
210 


Pro 


Phe 


Ser 


He 


He 
215 


Met 


Ala 


Ser 


Tyr 


Ala 
220 


Cys 


He 


Leu 


Gly 


Ala 


Val 


Leu 


Arg 


He Arg 


Ser 


Ala 


Gin 


Ala 


Trp 


Lys 


Lys 


Ala 


Leu 


Ala 


225 










230 










235 










240 


Thr 


Cy s 


Ser 


Ser 


His 


Leu 


Thr 


Ala 


Val 


Thr 


Leu 


Phe 


Tyr 


Gly Ala Ala 










245 










250 










255 




Met 


Phe 


Met 


Tyr 
260 


Leu 


Arg 


Pro 


Arg 


Arg 
265 


Tyr 


Arg 


Ala 


Pro 


Ser 
270 


His 


Asp 


Lys 


Val 


Ala 
275 


Ser 


He 


Phe 


Tyr 


Thr 
280 


Val 


Leu 


Thr 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Gly 


Glu 


Val 


Met 


Gly Ala 


Leu 


Arg 


Lys 




290 










295 










300 










Gly 


Leu 


Asp 


Arg 


Cys 


Arg 


He Gly Ser Gin His 


Xaa 


Thr 


Pro 


Glu 


Ser 


305 










310 










315 










320 


Gly Ala 


Cys 


Cys 


Ala 


Pro 






























325 

























<210> 1475 
<211> 314 
<212> PRT 

<213> Unknown (H38g392 protein) 
<220> 

<223> Synthetic construct 



<400> 1475 



Met 


Gly Asp 


Val 


Asn Gin 


Ser 


Val 


Ala 


Ser 


Asp 


Phe 


He 


Leu 


Val 


Gly 


1 








5 








10 










15 




Leu 


Phe 


Ser 


His 


Ser Gly 


Ser 


Arg 


Gin 


Leu 


Leu 


Phe 


Ser 


Leu 


Val 


Ala 








20 








25 










30 






Val 


Met 


Phe 


Val 


He Gly Leu 


Leu 


Gly Asn Thr 


Val 


Leu 


Leu 


Phe 


Leu 






35 








40 










45 








He 


Arg 


Val 


Asp 


Ser Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ser 




50 








55 










60 










Gin 


Leu 


Ser 


Leu 


Phe Asp 


He 


Gly 


Cys 


Pro 


Met 


Val 


Thr 


He 


Pro 


Lys 
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65 










70 










75 










80 


Met 


Ala 


Ser 


Asp 


Phe 


Leu 


Arg 


Gly Glu 


Gly Ala 


Thr 


Ser 


Tyr 


Gly Gly 










85 










90 










95 




Gly 


Ala 


Ala 


Gin 


He 


Phe 


Phe 


Leu 


Thr 


Leu 


Met 


Gly Val 


Ala 


Glu 


Gly 








100 










105 










110 






Val 


Leu 


Leu 


Val 


Leu 


Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


Val 


Cys 


Gin 






115 










120 










125 








Pro 


Leu 


Gin 


Tyr 


Pro 


Val 


Leu 


Met 


Arg 


Arg 


Gin 


Val 


Cys 


Leu 


Leu 


Met 




130 










135 










140 










Met 


Gly 


Ser 


Ser 


Trp 


Val 


Val 


Gly Val 


Leu 


Asn 


Ala 


Ser 


He 


Gin 


Thr 


145 










150 










155 










160 


Ser 


He 


Thr 


Leu 


His 


Phe 


Pro 


Tyr 


Cys 


Ala 


Ser 


Arg 


He 


Val 


Asp 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Glu 


Val 


Pro 


Ala 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Ala 


Asp 


Thr 








180 










185 










190 






Cys 


Ala 


Tyr 


Glu 


Met 


Ala 


Leu 


Ser 


Thr 


Ser 


Gly 


Val 


Leu 


He 


Leu 


Met 






195 










200 










205 








Leu 


Pro 


Leu 


Ser 


Leu 


He 


Ala 


Thr 


Ser 


Tyr 


Gly 


His 


Val 


Leu 


Gin 


Ala 




210 










215 










220 










Val 


Leu 


Ser 


Met 


Arg 


Ser 


Glu 


Glu 


Ala 


Arg 


His 


Lys 


Ala 


Val 


Thr 


Thr 


225 










230 










235 










240 


Cys 


Ser 


Ser 


His 


He 


Thr 


Val 


Val 


Gly 


Leu 


Phe 


Tyr 


Gly Ala 


Ala 


Val 










245 










250 










255 




Phe 


Met 


Tyr 


Met 


Val 


Pro 


Cys 


Ala 


Tyr 


His 


Ser 


Pro 


Gin 


Gin 


Asp Asn 








260 










265 










270 






Val 


Val 


Ser 


Leu 


Phe 
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<210> 1476 
<211> 117 
<212> PRT 

<213> Unknown (H3 8g393 protein) 
<220> 

<223> Synthetic construct 
<400> 1476 
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<213> Unknown (H38g394 protein) 
<220> 

<223> Synthetic construct 
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<210> 1478 
<211> 330 
<212> PRT 

<213> Unknown (H38g395 protein) 
<220> 

<223> Synthetic construct 



<400> 1478 
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15 10 15 
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<210> 1479 
<211> 227 
<212> PRT 

<213> Unknown <H38g396 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (227) 

<223> Xaa = Any Amino Acid 
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<210> 1480 
<211> 332 
<212> PRT 

<213> Unknown (H38g397 protein) 
<220> 

<223> Synthetic construct 
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<210> 1481 
<211> 269 
<212> PRT 

<213> Unknown (H38g398 protein) 
<220> 

<223> Synthetic construct 



<221> VARIANT 

<222> (1)...(269) 

<223> Xaa = Any Amino Acid 
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<211> 311 
<212> PRT 

<213> Unknown (H38g399 protein) 
<220> 

<223> Synthetic construct 



<400> 1482 
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Arg 


Tyr 


Leu 






115 










120 










125 








Ala 


He 


Cys 


Arg 


Pro 


Leu 


Arg 


Tyr 


Pro 


Thr 


He 


Met 


Thr 


Arg 


Arg 


Leu 




130 










135 










140 










Cys 


Thr 


Asn 


Leu 


Val 


Val 


Asn 


Cys 


Trp 


Val 


Leu Gly 


Phe 


He 


Trp 


Phe 


145 










150 










155 










160 


Leu 


He 


Pro 


He 


Val 


Asn 


He 


Ser 


Gin 


Met 


Ser 


Phe 


Cys 


Gly 


Ser 


Arg 










165 










170 










175 




He 


He 


Asp 


His 


Phe 


Leu 


Cys 


Asp 


Pro 


Ala 


Pro 


Leu 


Leu 


Thr 


Leu 


Thr 








180 










185 










190 






Cys 


Lys 


Lys 


Gly 


Pro 


Val 


He 


Glu 


Leu 


Val 


Phe 


Ser 


Val 


Leu 


Ser 


Pro 






195 










200 










205 








Leu 


Pro 


Val 


Phe 


Met 


Leu 


Phe 


Leu 


Phe 


He 


Val 


Gly 


Ser 


Tyr 


Ala 


Leu 




210 










215 










220 










Val 


Val 


Arg 


Ala 


Val 


Leu 


Arg 


Val 


Pro 


Ser Ala Ala Gly Arg 


Arg 


Lys 


225 










230 










235 










240 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 










245 










250 










255 




Gly 


Ser 


Val 


Leu 


Val 


Met 


Tyr 


Gly 


Ser 


Pro 


Pro 


Ser 


Lys 


Asn 


Glu 


Ala 








260 










265 










270 






Gly 


Lys 


Gin 


Lys 


Thr 


Val 


Thr 


Leu 


Phe 


Tyr 


Ser 


Val 


Val 


Thr 


Pro 


Leu 






275 










280 










285 








Leu 


Asn 


Pro 


Val 


He 


Tyr 


Ser 


Leu Arg 


Asn 


Lys 


Asp 


Met 


Arg 


Lys 


Ala 




290 










295 










300 










Leu 


Lys 


Lys 


Phe 


Trp 


Gly 


Thr 




















305 










310 























<210> 1483 
<211> 326 
<212> PRT 

<213> Unknown {H3 8g400 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (326) 

<223> Xaa = Any Amino Acid 
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<400> 1483 




























Thr 


Ala 


Leu 


Glu 


Phe 


Thr 


Asn 


Asn 


Ser 


Glu 


Thr 


Ser 


Thr 


Met 


Thr 


Glu 


1 








5 










10 










15 




Phe 


Val 


Leu 


Leu 


Gly 


Phe 


Pro 


Gly 


Cys 


Gin 


Glu 


Met 


Gin 


Ser 


Phe 


Leu 








20 










25 










30 






Phe 


Ser 


Leu 


Phe 


Phe 


Val 


He 


Tyr 


Val 


Phe 


Thr 


He 


He Gly 


Asn Gly 






35 










40 










45 








Thr 


lie 


Val 


Cys 


Ala 


Val 


Arg 


Leu 


Asp 


Lys 


Arg 


Leu 


His 


Thr 


Pro 


Met 




50 










55 










60 










Tyr 


lie 


Leu 


Leu 


Gly Asn 


Phe 


Ala 


Phe 


Leu 


Glu 


He 


Arg 


Xaa 


Val 


Thr 


65 










70 










75 










80 


Ser 


Thr 


Val 


Pro 


Asn 


Met 


Leu 


Val 


Asn 


Phe 


Leu 


Ser 


Glu 


Thr 


Lys 


Thr 










85 










90 










95 




lie 


Ser 


Phe 


Val 


Gly Cys 


Phe 


Leu 


Gin 


Phe 


Tyr 


Phe 


Phe 


Thr 


Ser 


Leu 








100 










105 










110 






Gly 


Thr 


He 


Glu 


Ala 


Tvr 


Phe 


Leu 


Cys 


He 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 






115 










120 










125 








Leu 


Ala 


He 


Cys 


Ara 

.raj. y 


Pro 


Leu 


His 


Tyr 


Pro 


Thr 


He 


Met 


Thr 


Pro 


Gin 




130 










135 










140 










Leu 


Cys 


Tyr 


He 


Leu 


Met 


Ser 


Phe 


Cys 


Trp 


Val 


Phe 


Gly 


Phe 


Leu 


Ser 


145 










150 










155 










160 


Tyr 


Ser 


Val 


Ser 


Thr 


Val 


Gin 


Leu 


Ser 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 










165 










170 










175 




Asn 


lie 


He 


Asn 


His 


Phe 


Leu 


Cys 


Asp 


Met 


Asp 


Pro 


Leu 


Met 


Ala 


Leu 








180 










185 










190 






Ser 


Cys 


Ala 


Ser 


Ala 


Pro 


He 


Thr 


Glu 


He 


He 


Phe 


Tyr 


He 


Leu 


Ser 






195 










200 










205 








Ser 


Leu 


He 


He 


He 


Leu 


Thr 


Leu 


Leu 


Tyr 


He 


Cys 


Gly Ser 


Tyr 


Met 




210 










215 










220 










Leu 


Leu 


Leu 


He 


Ala 


Val 


Leu 


Lys 


Val 


Pro 


Ser 


Ala 


Ala Gly Gin Gin 


225 










230 










235 










240 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Thr 


Val 


Val 


Cys 


Leu 


Phe 










245 










250 










255 




Phe Gly 


Ala 


Leu 


Leu 


Ala 


Met 


Tyr 


Val 


Ser 


Pro 


Thr 


Thr 


Asp 


Asn 


Pro 








260 










265 










270 






Ala 


Ala 


He 


Xaa 


Lys 


He 


He 


Thr 


Leu 


Phe 


Tyr 


Ser 


Val 


Val 


Thr 


Pro 






275 










280 










285 








Phe 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Met 


Lys 


Ala 




290 










295 










300 










Ala 


Leu 


Lys 


Lys 


Val 


Leu 


Arg 


He 


Glu 


Xaa 


Glu 


Xaa 


Ser 


His 


Leu 


His 


305 










310 










315 










320 


Glu 


Thr 


Lys 


Gin 


Thr 


He 























325 



<210> 1484 
<211> 315 
<212> PRT 

<213> Unknown (H38g401 protein) 
<220> 

<223> Synthetic construct 
<400> 1484 

Met Glu Ser Gly Asn Gin Ser Thr Val Thr Glu Phe He Phe Thr Gly 

15 10 15 

Phe Pro Gin Leu Gin Asp Gly Ser Leu Leu Tyr Phe Phe Pro Leu Leu 

20 25 30 

Phe He Tyr Thr Phe He He He Asp Asn Leu Leu He Phe Ser Ala 

35 40 45 

Val Arg Leu Asp Thr His Leu His Asn Pro Met Tyr Asn Phe He Ser 
50 55 60 
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lie 


Phe 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr Thr 


Thr 


Ala 


Thr 


He 


Pro 


Lys 


65 










70 








75 










80 


Met 


Leu 


Ser 


Asn 


Leu 


He 


Ser 


Glu 


Lys Lys 


Ala 


He 


Ser 


Met 


Thr 


Gly 










85 








90 










95 




Cys 


He 


Leu 


Gin 


Met 


Tyr 


Phe 


Phe 


His Ser 


Leu 


Glu 


Asn 


Ser 


Glu 


Gly 








100 










105 








110 






He 


Leu 


Leu 


Thr 


Thr 


Met 


Ala 


He 


Asp Arg 


Tyr 


Val 


Ala 


He 


Cys 


Asn 






115 










120 








125 








Pro 


Leu 


Arg 


Tyr 


Gin 


Met 


He 


Met 


Thr Pro Arg 


Leu 


Cys 


Ala 


Gin 


Leu 




130 










135 








140 










Ser 


Ala 


Gly 


Ser 


Cys 


Leu 


Phe 


Gly 


Phe Leu 


He 


Leu 


Leu 


Pro 


Glu 


He 


145 










150 








155 










160 


Val 


Met 


He 


Ser 


Thr 


Leu 


Pro 


Phe Cys Gly 


Pro 


Asn 


Gin 


He 


His 


Gin 










165 








170 










175 




He 


Phe 


Cys 


Asp 


Leu 


Val 


Pro 


Val 


Leu Ser 


Leu 


Ala 


Cys 


Thr 


Asp 


Thr 








180 










185 








190 






Ser 


Met 


He 


Leu 


He 


Glu 


Asp 


Val 


He His 


Ala 


Val 


Thr 


He 


He 


He 






195 










200 








205 








Thr 


Phe 


Leu 


He 


He 


Ala 


Leu 


Ser 


Tyr Val 


Arg 


He 


Val 


Thr 


Val 


He 




210 










215 








220 










Leu 


Arg 


He 


Pro 


Ser 


Ser 


Glu 


Gly Arg Gin 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 










230 








235 










240 


Ala 


Gly His 


Leu 


Met 


Val 


Phe 


Leu 


He Phe 


Phe 


Gly 


Ser 


Val 


Ser 


Leu 










245 








250 










255 




Met 


Tyr 


Leu 


Arg 


Phe 


Ser 


Asp 


Thr 


Tyr Pro 


Pro 


Val 


Leu 


Asp 


Thr 


Ala 








260 










265 








270 






He 


Ala 


Leu 


Met 


Phe 


Thr 


Val 


Leu 


Ala Pro 


Phe 


Phe 


Asn 


Pro 


He 


He 






275 










280 








285 








Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Met 


Asn Asn 


Ala 


He 


Lys 


Lys 


Leu 


Phe 




290 










295 








300 










Cys 


Leu 


Gin 


Lys 


Val 


Leu 


Asn 


Lys 


Pro Gly Gly 












305 










310 








315 













<210> 1485 
<211> 307 
<212> PRT 

<213> Unknown (H38g402 protein) 
<220> 

<223> Synthetic construct 



<400> 1485 




























Met 


His 


Phe 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Gly 


Phe 


His 


Gly Gin Arg 


1 








5 










10 










15 




Glu 


Met 


Gin 


Ser 
20 


Cys 


Phe 


Phe 


Ser 


Phe 

25 


He 


Leu 


Val 


Leu 


Tyr 
30 


Leu 


Leu 


Thr 


Leu 


Leu 
35 


Gly 


Asn 


Gly 


Ala 


He 
40 


Val 


Cys 


Ala 


Val 


Lys 
45 


Leu 


Asp 


Arg 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


He 


Leu 


Leu 


Gly Asn 


Phe 


Ala 


Phe 


Leu 




50 










55 










60 










Glu 


He 


Trp 


Tyr 


He 


Ser 


Ser 


Thr 


Val 


Pro 


Asn 


Met 


Leu 


Val 


Asn 


He 


65 










70 










75 










80 


Leu 


Ser 


Glu 


He 


Lys 
85 


Thr 


He 


Ser 


Phe 


Ser 
90 


Gly 


Cys 


Phe 


Leu 


Gin 
95 


Phe 


Tyr 


Phe 


Phe 


Phe 
100 


Ser 


Leu 


Gly 


Thr 


Thr 
105 


Glu 


Cys 


Phe 


Phe 


Leu 
110 


Ser 


Val 


Met 


Ala 


Tyr 
115 


Asp 


Arg 


Tyr 


Leu 


Ala 
120 


He 


Cys 


Arg 


Pro 


Leu 
125 


His 


Tyr 


Pro 


Ser 


He 
130 


Met 


Thr 


Gly 


Lys 


Phe 
135 


Cys 


He 


He 


Leu 


Val 
140 


Cys 


Val 


Cys 


Trp 


Val 


Gly 


Gly 


Phe 


Leu 


Cys 


Tyr 


Pro 


Val 


Pro 


He 


Val 


Leu 


He 


Ser 


Gin 
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145 










150 










155 










160 


Leu 


Pro 


Phe 


Cys 


Gly 
165 


Pro 


Asn 


He 


He 


Asp 
170 


His 


Leu 


Val 


Cys 


Asp 
175 


Pro 


Gly 


Pro 


Leu 


Phe 
180 


Ala 


Leu 


Ala 


Cys 


He 
185 


Ser 


Ala 


Pro 


Ser 


Thr 
190 


Glu 


Leu 


He 


Cys 


Tyr 


Thr 


Phe 


Asn 


Ser 


Met 


He 


He 


Phe Gly 


Pro 


Phe 


Leu 


Ser 






195 










200 










205 








He 


Leu 
210 


Gly 


Ser 


Tyr 


Thr 


Leu 
215 


Val 


He 


Arg 


Ala 


Val 
220 


Leu 


Cys 


He 


Pro 


Ser 


Gly 


Ala 


Gly 


Arg 


Thr 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


225 










230 










235 










240 


Met 


Val 


Val 


Ser 


Leu 
245 


Phe 


Tyr 


Gly 


Thr 


Leu 
250 


Met 


Val 


Met 


Tyr 


Val 

255 


Ser 


Pro 


Thr 


Ser 


Gly 


Asn 


Pro 


Ala 


Gly Met 


Gin 


Lys 


He 


He 


Thr 


Leu 


Val 








260 










265 










270 






Tyr 


Thr 


Ala 


Met 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu Arg 






275 










280 










285 








Asn 


Lys 


Asp 


Met 


Lys 


Asp 


Ala 


Leu 


Lys 


Arg Val 


Leu 


Gly Leu 


Thr 


Val 




290 










295 










300 










Ser 


Gin 


Asn 





























305 



<210> 1486 
<211> 256 
<212> PRT 

<213> Unknown (H3 8g403 protein) 
<220> 

<223> Synthetic construct 



<400> 1486 



Met 


Tyr 


Asn 


Phe 


He 


Ser 


He 


Phe 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr 


Thr 


1 








5 










10 










15 




Thr 


Ala 


Thr 


He 


Pro 


Lys 


Met 


Leu 


Ser 


He 


Leu 


He 


Ser 


Arg Gin Arg 








20 










25 










30 






Thr 


He 


Ser 


Met 


Val 


Gly Cys 


Leu 


Leu 


Gin 


Met 


Tyr 


Phe 


Phe 


His 


Ser 






35 










40 










45 








Leu 


Gly Asn 


Ser 


Glu 


Gly 


He 


Leu 


Leu 


Thr 


Thr 


Met 


Ala 


He 


Asp 


Arg 




50 










55 










60 










Tyr 


Val 


Ala 


He 


Cys 


Asn 


Pro 


Leu 


Arg 


Tyr 


Pro 


Thr 


He 


Met 


Thr 


Pro 


65 










70 










75 










80 


Gly 


Leu 


Cys 


Val 


Gin 
85 


Leu 


Ser 


Val 


Gly 


Ser 
90 


Cys 


He 


Phe 


Gly 


Phe 
95 


Leu 


Val 


Leu 


Leu 


Pro 
100 


Glu 


He 


Ala 


Trp 


He 
105 


Ser 


Thr 


Leu 


Pro 


Phe 
110 


Cys 


Gly 


Pro 


Asn 


Gin 
115 


He 


His 


Gin 


He 


Phe 
120 


Cys 


Asp 


Phe 


Glu 


Pro 
125 


Val 


Leu 


Arg 


Leu 


Ala 
130 


Cys 


Thr 


Asp 


Thr 


Ser 
135 


Met 


He 


Leu 


He 


Glu 
140 


Asp 


Val 


He 


His 


Ala 


Val 


Ala 


He 


Val 


Phe 


Ser 


Val 


Leu 


He 


He 


Ala 


Leu 


Ser 


Tyr 


He 


145 










150 










155 










160 


Arg 


He 


He 


Thr 


Val 


He 


Leu 


Arg 


He 


Pro 


Ser 


Val 


Glu 


Gly Arg Gin 










165 










170 










175 




Lys 


Ala 


Phe 


Ser 
180 


Thr 


Cys 


Ala 


Ala 


His 
185 


Leu 


Ser 


Val 


Phe 


Leu 
190 


Met 


Phe 


Tyr 


Gly 


Ser 
195 


Val 


Ser 


Leu 


Met 


Tyr 
200 


Leu 


Arg 


Phe 


Ser 


Ala 

205 


Thr 


Phe 


Pro 


Pro 


He 
210 


Leu 


Asp 


Thr 


Ala 


Val 
215 


Ala 


Leu 


Met 


Phe 


Ala 
220 


Val 


Leu 


Ala 


Pro 


Phe 


Phe 


Asn 


Pro 


He 


He 


Tyr 


Ser 


Phe 


Arg 


Asn 


Lys 


Asp 


Met 


Lys 


He 


225 










230 










235 










240 
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Ala lie Lys Lys Leu Phe Cys Pro Gin Lys Met Val Asn Leu Ser Val 
245 250 255 

<210> 1487 
<211> 320 
<212> PRT 

<213> Unknown (H3 8g404 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (320) 

<223> Xaa = Any Amino Acid 



<400> 1487 



Ser 


Leu 


Gly 


Ser 


Met 


Asn 


Asn 


Ser 


Gin 


He 


Ser 


Thr 


Val 


Thr 


Gin 


Phe 


1 








5 










10 










15 




Val 


Leu 


Leu 


Gly 


Phe 


Pro 


Gly 


Pro 


Trp 


Lys 


He 


Gin 


He 


He 


Phe 


Phe 








20 










25 










30 






Ser 


Met 


He 


Leu 


Leu 


Val 


Tyr 


He 


Phe 


Thr 


Leu 


Thr 


Gly 


Asn 


Met 


Ala 






35 










40 










45 








lie 


He 


Cys 


Ala 


Val 


Arg 


Trp 


Asp 


His 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 




50 










55 










60 










Val 


Leu 


Leu 


Ala 


Asn 


Phe 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr 


Val 


Thr 


Cys 


65 










70 










75 










80 


Thr 


Val 


Pro 


Asn 


Met 


Leu 


Val 


Asn 


Phe 


Phe 


Ser 


Lys 


Thr 


Lys 


Thr 


He 










85 










90 










95 




Ser 


Phe 


Ser 


Gly Cys 


Phe 


Thr 


Gin 


Phe 


His 


Phe 


Phe 


Phe 


Ser 


Leu Gly 








100 










105 










110 






Thr 


Thr 


Glu 


Cys 


Phe 


Phe 


Leu 


Cys 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Leu 






115 










120 










125 








Ala 


He 


Cys 


His 


Pro 


Leu 


His 


Tyr 


Pro 


Ser 


He 


Met 


Thr 


Gly Gin Leu 




130 










135 










140 










Cys 


Gly 


He 


Leu 


Val 


Ser 


Leu 


Cys 


Trp 


Leu 


He Gly 


Phe 


Leu Gly His 


145 










150 










155 










160 


Ser 


He 


Ser 


He 


Phe 


Phe 


He 


Phe 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 










165 










170 










175 




He 


He 


Asp 


His 


Phe 


Leu 


Cys 


Asp 


Val 


Asp 


Pro 


Leu 


Met 


Ala 


Leu 


Ser 








180 










185 










190 






Ser 


Ala 


Pro 


Thr 


His 


He 


He 


Gly 


His 


Val 


Phe 


His 


Ser 


Val 


Ser 


Ser 






195 










200 










205 








Leu 


Phe 


He 


Asn 


Leu 


Thr 


Met 


Val 


Tyr 


He 


Leu Gly 


Ser 


Tyr 


Thr 


Leu 




210 










215 










220 










Val 


Leu 


Arg 


Thr 


Val 


Leu 


Xaa 


Val 


Pro 


Ser 


Ser 


Ala 


Gly 


Trp 


Gin 


Lys 


225 










230 










235 










240 


Ala 


He 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Val 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 










245 










250 










255 




Gly 


Ala 


He 


Met 


Leu 


Met 


Tyr 


Val 


Ser 


Pro 


Thr 


Pro 


Gly 


Asn 


Ser 


Val 








260 










265 










270 






Ala 


Met 


His 


Lys 


Leu 


He 


Thr 


Leu 


He 


Tyr 


Ser 


Val 


Val 


Thr 


Pro 


Val 






275 










280 










285 








Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Met 


Lys 


Tyr 


Ala 




290 










295 










300 










Leu 


His 


His 


Val 


Phe 


Cys 


Gly 


Met 


Arg 


He 


He 


Gin 


Arg 


Ser 


Xaa 


He 


305 










310 










315 










320 



<210> 1488 
<211> 319 
<212> PRT 

<213> Unknown (H38g405 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(319) 

<223> Xaa = Any Amino Acid 

<400> 1488 

Met Asp Pro Glu Asn Gin Thr Met Val Thr Glu Phe Tyr Phe Ser Asp 

15 10 15 

Phe Pro Gin Ser Lys Asn Gly Ser Leu Leu Phe Phe lie Pro Met Leu 

20 25 30 

Phe lie Tyr lie Phe lie Leu Val Gly Asn Phe Met lie Phe Phe Ala 

35 40 45 

Val Gin Pro Asp Pro His Leu His Asn Pro Met Tyr Ser Phe lie Ser 

50 55 60 

Val Phe Ser Phe Leu Glu lie Trp Tyr Thr Thr Val Thr lie Pro Lys 
65 70 75 80 

Met Leu Ser Asn Leu Leu Ser Glu Gin Lys Thr lie Ser Phe lie Gly 

85 90 95 

Cys Leu Leu Gin Met Tyr Phe Phe His Ser Leu Gly Val Thr Glu Ala 

100 105 110 

Leu Val Leu Thr Val Met Ala lie Asp Arg Cys Val Ala lie Cys Asn 

115 120 125 

Pro Leu Arg Tyr Ala lie Thr Met Ser Pro Xaa Leu Cys lie Gin Leu 

130 135 140 

Ser Thr Gly Ser Cys lie Phe Gly Phe Leu Met Leu Leu Pro Glu lie 
145 150 155 160 

Val Cys lie Ser Thr Leu Pro Phe Cys Gly Ala Asn Gin lie His Gin 

165 170 175 

Leu Phe Cys Asp Phe Glu Pro Val Leu Gin Leu Ala Cys Thr Asp Thr 

180 185 190 

Tyr lie He Leu Val Glu Asp Val He Arg Ala lie Ser lie Leu Thr 

195 200 205 

Ser Val Ser Val He Thr Leu Phe Tyr Leu Arg He He Thr Val He 

210 215 220 

Leu Arg He Pro Ser Gly Glu Ser Arg Gin Lys Ala Phe Phe Thr Cys 
225 230 235 240 

Ala Ala His He Ala He Phe Leu Leu Phe Phe Gly Ser Val Ser Leu 

245 250 255 

Met Tyr Leu Arg Phe Ser Val Thr Phe Pro Pro Leu Leu Asp Lys Ala 

260 265 270 

He Ala Leu Met Phe Ala Val Leu Ala Leu Leu Phe Asn Pro Val He 

275 280 285 

Tyr Ser Leu Arg Asn Lys Asp Met Lys Asn Ala Thr Lys Lys He Leu 

290 295 300 

Cys Ser Gin Lys Met Phe Asn Ala Ser Gly Ser Xaa Trp Ser Ser 
305 310 315 

<210> 1489 
<211> 317 
<212> PRT 

<213> Unknown {H38g406 protein) 
<220> 

<223> Synthetic construct 
<400> 1489 

Met Thr Gin Leu Thr Ala Ser Gly Asn Gin Thr Met Val Thr Glu Phe 
15 10 15 
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<210> 1491 
<211> 241 
<212> PRT 

<213> Unknown (H38g408 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (241) 

<223> Xaa = Any Amino Acid 
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Val Thr Ala Asn Ser Gly Leu lie Ser lie Ala Thr Cys Phe Leu Leu 

195 200 205 

He He Ser Tyr He Phe He Ser Val Thr Val Xaa Asn Pro Ser Ser 

210 215 220 

Gly Asp Leu Ser Lys Ala Phe Val Ser Cys Ser Asp His He Thr Val 
225 230 235 240 

Gly 



<210> 1492 
<211> 312 
<212> PRT 

<213> Unknown (H38g409 protein) 
<220> 

<223> Synthetic construct 



<400> 1492 
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<212> PRT 

<213> Unknown (H3 8g410 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (212) 

<223> Xaa = Any Amino Acid 
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<210> 1494 
<211> 263 
<212> PRT 

<213> Unknown (H38g411 protein) 
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<223> Synthetic construct 



<400> 1494 




























Met 


Leu 


Gly Asn 


Tyr 


Ser 


Ser 


Ala 


Thr 


Glu 


Phe 


Phe 


Leu 


Leu 


Gly 


Phe 


1 








5 










10 










15 




Pro 


Gly 


Ser 


Gin 


Glu 


Val 


Cys 


Arg 


He 


Leu 


Phe 


Ala 


Thr 


Phe 


Phe 


Leu 








20 










25 










30 






Leu 


Tyr 


Ala 


Val 


Thr 


Val 


Met 


Gly Asn Val 


Val 


He 


He 


He 


Thr 


Val 






35 










40 










45 








Cys 


Val 


Asp 


Lys 


Cys 


Leu 


Gin 


Ser 


Pro 


He 


Tyr 


Phe 


Phe 


Leu 


Gly His 




50 










55 










60 










Leu 


Cys 


Val 


Leu 


Glu 


He 


Leu 


He 


Thr 


Ser 


Thr 


Ala 


Val 


Pro 


Phe 


Met 


65 










70 










75 










80 


Leu 


Trp 


Gly 


Leu 


Leu 


Leu 


Pro 


Ser 


Thr 


Gin 


He 


Met 


Ser 


Leu 


Thr 


Ala 



85 90 95 



772 



BNSDOCID: <WO_0127158A2J_> 



WO 01/27158 



PCT7US00/27582 



Cys 


Ala 


Ala 


Gin 
100 


Leu 


Tyr 


Leu 


Tyr 


Leu 
105 


Ser 


Leu 


Gly 


Thr 


Leu 
110 


Glu 


Leu 


Ala 


Leu 


Met 
115 


Gly 


Val 


Met 


Ala 


Val 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


Val 


Cys 


Asn 


Pro 


Leu 
130 


Arg 


Tyr 


Asn 


He 


He 
135 


Met 


Asn 


Ser 


Ser 


Thr 
140 


Phe 


He 


Trp 


Val 


lie 


He 


Val 


Ser 


Trp 


Val 


Leu 


Gly 


Phe 


Leu 


Ser 


Glu 


He 


Trp 


Pro 


Val 


145 










150 










155 










160 


Tyr 


Ala 


Thr 


Phe 


Gin 
165 


Leu 


Thr 


Phe 


Cys 


Lys 
170 


Ser 


Ser 


Val 


Leu 


Asp 
175 


His 


Phe 


Tyr 


Cys 


Asp 
180 


Arg 


Gly 


Gin 


Leu 


Leu 
185 


Lys 


Val 


Ser 


Cys 


Glu 
190 


Asp 


Thr 


Leu 


Phe 


Arg 
195 


Glu 


Phe 


He 


Leu 


Phe 
200 


Leu 


Met 


Ala 


Val 


Phe 
205 


He 


He 


He 


Gly 


Ser 
210 


Leu 


He 


Pro 


Thr 


He 
215 


Val 


Ser 


Tyr 


Thr 


Tyr 
220 


He 


He 


Ser 


Thr 


Asn 


Leu 


Lys 


He 


Pro 


Ser 


Ala 


Ser 


Gly Trp 


Arg 


Lys 


Ser 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Phe 
245 


Thr 


Tyr 


Val 


Val 


He 
250 


Gly 


Tyr 


Gly 


Ser 


Cys 
255 


Leu 


Phe 


Leu 


Tyr 


Val 


Lys 


Pro 


Lys 
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<210> 1495 
<211> 317 
<212> PRT 

<213> Unknown (H38g412 protein) 
<220> 

<223> Synthetic construct 



<400> 1495 



Met 


Asp 


Gin 


Tyr 


Asn 


His 


Ser 


Ser 


Leu 


Ala 


Glu 


Phe 


Val 


Phe 


Leu 


Gly 


1 






5 










10 










15 




Phe 


Ala 


Ser 


Val 


Gly 


Tyr 


Val 


Arg 


Gly Trp 


Leu 


Phe 


Val 


Leu 


Leu 


Leu 








20 










25 










30 






Leu 


Ala 


Tyr 


Leu 


Phe 


Thr 


He 


Cys 


Gly Asn 


Met 


Leu 


He 


Phe 


Ser 


Val 






35 










40 










45 








He 


Arg 


Leu 


Asp 


Ala 


Ala 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


His 


Phe 


Val 


Ser 




50 










55 










60 










Val 


Leu 


Ser 


Phe 


Leu 


Glu 


Leu 


Trp 


Tyr 


Thr 


Ala 


Thr 


Thr 


He 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Ser 


Asn 


He 


Leu 


Ser 


Glu 


Lys 


Lys 


Thr 


He 


Ser 


Phe 


Ala 


Gly 










85 










90 










95 




Cys 


Leu 


Leu 


Gin 


Thr 


Tyr 


Phe 


Phe 


His 


Ser 


Leu 


Gly 


Ala 


Ser 


Glu 


Cys 








100 










105 










110 






Tyr 


Leu 


Leu 


Thr 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Leu 


Ala 


He 


Cys 


Arg 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Pro 


He 


He 


Met 


Thr 


Thr 


Thr 


Leu 


Cys 


Ala 


Lys 


Met 




130 










135 










140 










Ala 


Ala 


Ala 


Cys 


Trp 


Thr 


Cys 


Gly 


Phe 


Leu 


Cys 


Pro 


He 


Ser 


Glu 


Val 


145 










150 










155 










160 


He 


Leu 


Ala 


Ser 


Gin 


Leu 


Pro 


Phe 


Cys 


Ala 


Tyr 


Asn 


Glu 


He 


Gin 


His 










165 










170 










175 




He 


Phe 


Cys 


Asp 


Phe 


Pro 


Pro 


Leu 


Leu 


Ser 


Leu 


Ala 


Cys 


Lys 


Asp 


Thr 








180 










185 










190 






Ser 


Ala 


Asn 


He 


Leu 


Val 


Asp 


Phe 


Ala 


He 


Asn 


Ala 


Phe 


He 


He 


Leu 






195 










200 










205 








He 


Thr 


Phe 


Phe 


Phe 


He 


Met 


He 


Ser 


Tyr 


Ala 


Arg 


He 


He 


Gly 


Ala 




210 










215 










220 










Val 


Leu 


Lys 


He 


Lys 


Thr 


Ala 


Ser 


Gly Arg 


Lys 


Lys 


Ala 


Phe 


Ser 


Thr 
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225 230 



Cys 


Ala 


Ser 


His 


Leu 
245 


Ala 


Val 


Val 


Phe 


Met 


Tyr 


Val 
260 


Arg 


Leu 


Lys 


Lys 


Thr 


Leu 


Ala 
275 


He 


Val 


Tyr 


Ser 


Val 
280 


He 


Tyr 
290 


Ser 


Leu 


Arg 


Asn 


Lys 
295 


Glu 


He 


Phe 


Gin 


Lys 


Gly Asp 


Lys 


Ala 


305 










310 







<210> 1496 
<211> 315 
<212> PRT 

<213> Unknown (H38g413 protein) 
<220> 

<223> Synthetic construct 



<400> 1496 



rieu 


bin 


uiy 


Leu 


Asn 


ni o 


1 X1J. 




n 

A 








c 








rMie 


oei 


Ala 


XT X ItS 




nio 


Leu 


Gin 


















Leu 


Mot- 
lie u 


Tyr 


T .Ail 


Phe 


Thr 


Leu 


Leu 






-> -j 










40 


val 


Trp 


Ocl 






Ser 


Leu 


His 














55 




Al a 


Leu 


Ser 


He 


Thr 


Glu 


He 


Leu 


65 










70 






1*1 U 


x^eu 


AT ^ 

ri J. a 


A en 


Leu 


Leu 


Ser 


Thr 










85 








Cys 


Ala 


Ser 


Gin 


Met 


Phe 


Phe 


Ser 








100 










Phe 


Leu 


Leu 


Thr 


Val 


Met 


Gly 


Tyr 






115 










120 


Pro 


Leu 


Arg 


Tyr 


Asn 


Val 


Leu 


Met 




130 










135 




Val 


Gly 


Cys 


Ser 


Trp 


Ala 


Gly 


Gly 


145 










150 






Ser 


Ala 


He 


Phe 


His 


Leu 


Ala 


Phe 










165 








Phe 


Phe 


Cys 


His 


Val 


Pro 


Pro 


Leu 








180 










Val 


Leu 


Val 


Val 


Ala 


Lys 


Gly 


Val 






195 










200 


Leu 


Gly 


Cys 


Phe 


Leu 


Leu 


He 


Leu 




210 










215 




Ala 


He 


Leu 


Lys 


He 


Pro 


Ser 


Ala 


225 










230 






Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Val 










245 








Ser 


Val 


He 


Tyr 


Leu 


Lys 


Pro 


Lys 








260 










Thr 


Leu 


Met 


Gly 


He 


Thr 


Tyr 


Thr 






275 










280 


He 


He 


Phe 


Ser 


Leu 


Arg 


Asn 


Lys 




290 










295 




Thr 


Cys 


Phe 


Thr 


Lys 


Leu 


Phe 


Pro 


305 










310 







235 240 



Leu 


He 


Phe 


Phe 


Gly 


Ser 


He 


He 




250 










255 




Ser 


Tyr 


Ser 


Leu 


Thr 


Leu 


Asp 


Arg 


265 










270 






Leu 


Thr 


Pro 


Met 


Val 


Asn 


Pro 


He 










285 








He 


He 


Lys 


Ala 


lie 


Lys 


Arg 


Thr 








300 










Ser 


Leu 


Ala 


His 


Leu 












315 












Val 


Ser 


Glu 


Phe 


He 


Leu 


Val 


Gly 




10 










15 




Leu 


Met 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 


25 










30 






Gly Asn 


Leu 


Leu 


He 


Met 


Ala 


Thr 










45 








Met 


Pro 


Met 


Tyr 


Leu 


Phe 


Leu 


Cys 








60 










Tyr 


Thr Val 


Ala 


He 


He 


Pro 


Arg 






75 










80 


Gin Arg 


Ser 


He 


Ala 


Phe 


Leu 


Ala 




90 










95 




Phe 


Ser 


Phe 


Gly 


Phe 


Thr 


His 


Ser 


105 










110 






Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


His 










125 








Ser 


Leu 


Arg 


Gly 


Cys 


Thr 


Cys 


Arg 








140 










Leu 


Val 


Met 


Gly 


Met 


Val 


Val 


Thr 






155 










160 


Cys 


Gly 


His 


Lys 


Glu 


He 


His 


His 




170 










175 




Leu 


Lys 


Leu 


Ala 


Cys 


Gly 


Asp 


Asp 


185 










190 






Gly Leu Val 


Cys 


He 


Thr 


Ala 


Leu 










205 








Leu 


Ser 


Tyr 


Ala 


Phe 


He 


Val 


Ala 








220 










Glu 


Gly Arg 


Asn 


Lys 


Ala 


Phe 


Ser 






235 










240 


Val 


Val 


Val 


His 


Tyr 


Gly 


Phe 


Ala 




250 










255 




Gly 


Pro 


Gin 


Ser 


Pro 


Glu 


Gly 


Asp 


265 










270 






Val 


Leu 


Thr 


Pro 


Phe 


Leu 


Ser 


Pro 










285 








Glu 


Leu 


Lys 


Val 


Ala 


Met 


Lys 


Lys 








300 











Gin Asn Cys 
315 
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<210> 1497 
<211> 319 
<212> PRT 

<213> Unknown (H3 8g414 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(319) 

<223> Xaa = Any Amino Acid 

<400> 1497 

His Thr Glu Pro Arg His Leu Thr Gly Val Xaa Glu Phe Leu Leu Leu 

15 10 15 

Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Ser 

20 25 30 

Pro Ser Met Tyr Leu Val Thr Val Leu Arg Asn Leu Leu Val lie Leu 

35 40 45 

Ala Val Ser Ser Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Pro Cys Trp Ala Asp lie Gly Phe Thr Ser Ala Thr Val Pro 
65 70 75 80 

Lys Met Thr Val Asp Met Gin Ser His lie Arg Val lie Ser Tyr Ala 

85 90 95 

Ser Cys Leu Thr Arg Met Ser Phe Leu Val Leu Phe Ala Cys lie Glu 

100 105 110 

Asp Met Leu Leu Thr Val Met Ala Xaa Asp Cys Phe Val Ala lie Cys 

115 120 125 

Arg Pro Leu His Tyr Ala Val He Val Asn Pro His Leu Cys Val Phe 

130 135 140 

Leu Val Leu Val Ser Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His 
145 150 155 160 

Ser Xaa He Leu Gin Phe Thr Phe Phe Lys Asn Val Glu lie Ser His 

165 170 175 

Phe Val Cys Glu Pro Ser Gin Leu Leu Asn Leu Ala Cys Ser Asp Ser 

180 185 190 

Val He Asn Ser He Phe Met Tyr Phe Asn Ser Thr Met Phe Gly Phe 

195 200 205 

Leu Pro He Ser Gly He Leu Leu Ser Tyr Tyr Lys He Val Pro Ser 

210 215 220 

He Leu Arg He Ser Ser Ser Asp Gly Lys Tyr Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Gly Ser His Leu Ala Val Val Cys Leu Phe Tyr Gly Thr Gly He 

245 250 255 

Gly Met Tyr Leu Thr Ser Ala Val Ala Pro Pro Pro Arg Asn Gly Val 

260 265 270 

Val Ala Ser Val Met Tyr Ala Val Val Thr Pro Met Leu Asn Pro Phe 

275 280 285 

He Tyr Ser Leu Arg Asn Arg Asp He Gin Ser Ala Leu Trp Arg Leu 

290 295 300 

Arg Ser Arg Thr Val Glu Ser His Asp Leu Phe His Pro Phe Ser 
305 310 315 

<210> 1498 
<211> 157 
<212> PRT 

<213> Unknown (H38g415 protein) 
<220> 
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<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(157) 

<223> Xaa = Any Amino Acid 

<400> 1498 



Val 


Ser 


Pro 


Leu 


Trp 


Glu 


Cvs 


Val 


Ser 


Xaa 


Gin Arg 


Ser 


Pro 


His 


Phe 


1 








5 










10 










15 




Leu 


Cvs 

2f i=> 


Ser 


Gly Asp 


Ser 


Val 


Phe 


Cvs 


Leu 


Val 


His 


Ser 


Val 


Gly Cys 








20 










25 










30 






Cys 


Thr 


Leu 


Leu 


Leu 


Ser 


Gin 


Ser 
40 


Leu 


Arg 


Leu 


Leu 


Ser 
45 


Val 


Phe 


Leu 


Leu 


Ser 
50 


Ser 


Cys 


Ala 


Ala 


Ser 
55 


Trp 


Lys 


Lys 


Val 


His 
60 


Ser 


Met 


Asn 


Leu 


Tyr 


Thr 


Pro 


Phe 


Cys 


Leu 


Ser 


Lys 


Trp 


Xaa 


Asn 


His 


Val 


Asn 


Asn 


Ala 


65 










70 










75 










80 


Phe 


Asn 


Leu 


Pro 


Ser 
85 


Trp 


Lys 


Lys 


Ser 


Lys 
90 


Ser 


Val 


Val 


Thr 


Met 
95 


Phe 


Xaa 


Gly 


Pro 


Ala 
100 


Met 


He 


Thr 


Tyr 


Leu 
105 


Arg 


Ser 


Asp 


Ser 


Xaa 
110 


Tyr 


Asn 


Pro 


Thr 


Val 


Gly Lys 


Gin 


Leu 


Val 


Leu 


Phe 


Tyr 


Ser 


He 


Val 


Ser 


Ala 






115 










120 










125 








Phe 


He 


Lys 


Pro 


He 


He 


Ser 


Ser 


Leu 


Arg Asn 


Lys 


Asp 


Val 


Lys 


Gly 




130 










135 










140 










Ala 


Ser 


Trp 


Lys 


Val 


Leu 


Arg 


Val 


Lys 


Gly 


Thr 


Ala 


Gin 








145 










150 










155 













<210> 1499 
<211> 287 
<212> PRT 

<213> Unknown (H3 8g416 protein) 
<220> 

<223> Synthetic construct 



<400> 1499 



Met 


Glu 


Asn 


Tyr 


Asn 


Gin 


Thr 


Ser 


Thr 


Asp 


Phe 


He 


Leu 


Leu 


Gly Leu 


1 








5 










10 










15 




Phe 


Pro 


Pro 


Ser 
20 


Arg 


He 


Asp 


Leu 


Phe 
25 


Phe 


Phe 


He 


Leu 


Phe 
30 


Val 


Leu 


He 


Phe 


Leu 


Met 


Ala 


Leu 


He 


Gly Asn 


Leu 


Ser 


Met 


He 


Leu 


Leu 


He 






35 










40 










45 








Phe 


Leu 
50 


Asp 


Thr 


His 


Leu 


His 
55 


Thr 


Pro 


Met 


Tyr 


Phe 
60 


Leu 


Leu 


Ser 


Gin 


Leu 


Ser 


Leu 


He 


Asp 


Leu 


Asn 


Tyr 


He 


Ser 


Thr 


He 


Val 


Pro 


Lys 


Met 


65 










70 










75 










80 


Ala 


Ser 


Asp 


Phe 


Leu 
85 


Tyr 


Gly 


Asn 


Lys 


Ser 
90 


He 


Ser 


Phe 


He 


Gly 
95 


Cys 


Gly 


He 


Gin 


Ser 


Phe 


Phe 


Phe 


Met 


Thr 


Phe Ala Gly Ala 


Glu 


Ala 


Leu 








100 










105 










110 






Leu 


Leu 


Thr 
115 


Ser 


Met 


Ala 


Tyr 


Asp 
120 


Arg 


Tyr 


Val 


Ala 


He 
125 


Cys 


Phe 


Pro 


Leu 


His 
130 


Tyr 


Pro 


He 


Arg 


Met 
135 


Ser 


Lys 


Arg 


Met 


Tyr 
140 


Val 


Leu 


Met 


He 


Thr 


Gly 


Ser 


Trp 


Met 


He 


Gly 


Ser 


He 


Asn 


Ser 


Cys 


Ala 


His 


Thr 


Val 


145 










150 










155 










160 


Tyr 


Ala 


Phe 


Arg 


He 
165 


Pro 


Tyr 


Cys 


Lys 


Ser 
170 


Arg 


Ala 


He 


Asn 


His 
175 


Phe 


Phe 


Cys 


Asp 


Val 
180 


Pro 


Ala 


Met 


Leu 


Thr 
185 


Leu 


Ala 


Cys 


Thr 


Asp 
190 


Thr 


Trp 
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Val 


Tyr 


Glu 
195 


Tyr 


Thr 


Val 


Phe 


Leu 
200 


Ser 


Ser 


Thr 


He 


Phe 
205 


Leu 


Val 


Phe 


Pro 


Phe 


Thr 


Gly 


lie 


Ala 


Cys 


Ser 


Tyr 


Gly Trp Val 


Leu 


Leu 


Ala 


Val 




210 










215 










220 










Tyr 


Arg 


Met 


His 


Ser 


Ala 


Glu 


Gly Arg 


Lys 


Lys 


Ala 


Tyr 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ser 


Thr 


His 


Leu 


Thr 
245 


Val 


Val 


Thr 


Phe 


Tyr 
250 


Tyr 


Ala 


Pro 


Leu 


Arg 
255 


Tyr 


Thr 


Tyr 


Leu 


Cys 
260 


Pro 


Arg 


Ser 


Leu 


Phe 
265 


He 


Ser 


Thr 


Glu 


Asp 
270 


Lys 


Val 


Gly 


Gly 


Gly 
275 


Gly 


Tyr 


Thr 


He 


Leu 
280 


Thr 


Ser 


Met 


Leu 


Asn 
285 


Pro 


He 





<210> 1500 
<211> 310 
<212> PRT 

<213> Unknown (H38g417 protein) 
<220> 

<223> Synthetic construct 
<400> 1500 

Met Asp Lys Glu Asn Ser Ser Met Val Thr Glu Phe He Phe Met Gly 

1 5 10 15 

He Thr Gin Asp Pro Gin Met Glu He He Phe Phe Val Val Phe Leu 

20 25 30 

He Val Tyr Leu Val Asn Val Val Gly Asn He Gly Met He He Leu 

35 40 45 

He Thr Thr Asp Thr Gin Leu His Thr Pro Met Tyr Phe Phe Leu Cys 

50 55 60 

Asn Leu Ser Phe Val Asp Leu Gly Tyr Ser Ser Ala He Ala Pro Arg 
65 70 75 80 

Met Leu Ala Asp Phe Leu Thr Asn His Lys Val He Ser Phe Ser Ser 

85 90 95 

Cys Ala Thr Gin Phe Ala Phe Phe Val Gly Phe Val Asp Ala Glu Cys 

100 105 110 

Tyr Val Leu Ala Ala Met Ala Tyr Gly Arg Phe Val Ala He Cys Arg 

115 120 125 

Pro Leu His Tyr Ser Thr Phe Met Ser Lys Gin Val Cys Leu Ala Leu 

130 135 140 

Met Leu Gly Ser Tyr Leu Ala Gly Leu Val Ser Leu Val Ala His Thr 
145 150 155 160 

Thr Leu Thr Phe Ser Leu Ser Tyr Cys Gly Ser Asn He He Asn His 

165 170 175 

Phe Phe Cys Glu He Pro Pro Leu Leu Ala Leu Ser Cys Ser Asp Thr 

180 185 190 

Tyr He Ser Glu He Leu Leu Phe Ser Leu Cys Gly Phe He Glu Phe 

195 200 205 

Ser Thr He Leu He He Phe He Ser Tyr Thr Phe He Leu Val Ala 

210 215 220 

He He Arg Met Arg Ser Ala Glu Gly Arg Leu Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Gly Ser His Leu Thr Gly He Thr Leu Phe Tyr Gly Thr Val Met 

245 250 255 

Phe Met Tyr Leu Arg Pro Thr Ser Ser Tyr Ser Leu Asp Gin Asp Lys 

260 265 270 

Trp Ala Ser Val Phe Tyr Thr Val He He Pro Met Leu Asn Pro Leu 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp Val Lys Ala Ala Phe Lys Lys Leu 

290 295 300 

He Gly Lys Lys Ser Gin 
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305 310 

<210> 1501 
<211> 335 
<212> PRT 

<213> Unknown (H38g418 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (335) 

<223> Xaa = Any Amino Acid 



<400> 1501 



Ser 


Thr 


Asp 


Pro 


Gin 


Asn 


Leu 


He Asp Val 


Ser 


He 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Thr 


Ser 


Glu 


Asp 


Pro 


Glu 


Arg 


Gin 


Leu 


Val 


Leu Ala Gly 


Leu 


Phe 








20 










25 










30 






Leu 


Ser 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu 


Gly Asn 


Leu 


Leu 


He 


He 


Leu 






35 










40 










45 








Ala 


Val 


Ser 


Pro 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Thr 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


He 


Val 


Asp 


He 


Arg 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 


Tyr 


Ala 










85 










90 










95 




Gly 


Cys 


Leu 


Thr 


Gin 


Thr 


Ser 


Leu 


Phe 


Ala 


He 


Phe 


Gly Gly Met 


Glu 








100 










105 










110 






Glu 


Asn 


Met 


Leu 


Leu 


Ser 


Val 


Met 


Ala 


Tyr 


Asp 


Gin 


Phe 


Val 


Ala 


He 






115 










±A U 










125 








Cys 


HIS 


Pro 


Leu 


Tyr 


TJ ' _ 

HIS 


ber 


Ala 


Val 


Met 


Asn 


Pro 


Cys 


Phe 


Cys 


Gly 




1 J U 










1 "3 C 
1 Jt> 










140 










irne 


Leu 


Val 


Leu 


Leu 


inr 


Phe 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu Asp Ala Gin 






















155 










160 


Leu 


His 


Asn 


Leu 


He 


Ala 


Leu 


Gin 


Met 


Thr 


Cys 


Phe 


Lys Asp Val 


Glu 










165 










170 










175 




lie 


Pro 


Asn 


Phe 


Phe 


Trp 


Asp 


Pro 


Ser 


Pro 


Leu 


Pro 


His 


Leu 


Ala 


Cys 








180 










185 










190 






Cys 


Asp 


Thr 


Phe 


Thr 


Asn 


Asn 


He 


He 


Met 


Tyr 


Phe 


Pro 


Ala 


Ala 


He 






195 










200 










205 








Phe 


Gly 


Phe 


Leu 


Pro 


He 


Ser 


Gly 


Thr 


Leu 


Phe 


Ser 


Tyr 


Tyr 


Lys 


He 




210 










215 










220 










Val 


Ser 


Ser 


He 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly 


Gly Lys 


Tyr 


Lys 


Ala 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ser 


Val 


Val 


Cys 


Xaa 


Phe 


Tyr 


Gly 










245 










250 










255 




Thr 


Gly 


He Gly Gly 


Tyr 


Leu 


Ser 


Ser Asp Val 


Ser 


Ser 


Ser 


Pro Arg 








260 










265 










270 






Lys 


Ala 


Ala 


Val 


Ala 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 






275 










280 










285 








Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Lys 


Ser 


Val 


Leu 




290 










295 










300 










Arg 


Trp 


Leu 


His 


Gly 


Ser 


Ser 


Val 


Xaa 


Ser 


Gin 


His 


Leu 


Leu 


He 


Cys 


305 










310 










315 










320 


Cys 


He 


Pro 


Phe 


Val 


Val 


Trp Val 


Lys 


Lys 


Gly 


Ser Arg Val 


Lys 












325 










330 










335 





<210> 1502 
<211> 303 
<212> PRT 
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<213> Unknown (H38g419 protein) 
<220> 

<223> Synthetic construct 



<400> 1502 



Met 


Asp 


His 


Val 


Ser 


His 


Asn 


Trp 


Thr 


Gin 


Ser 


Phe 


He 


Leu 


Ala 


Gly 


1 






5 










10 










15 




Phe 


Thr 


Thr 


Thr 


Gly Thr 


Leu 


Gin 


Pro 


Leu 


Ala 


Phe 


Leu Gly Thr 


Leu 








20 










25 










30 






Cys 


He 


Tyr 


Leu 


Leu 


Thr 


Leu 


Ala Gly Asn 


He 


Leu 


He 


He 


Val 


Leu 






35 










40 










45 








Val 


Gin 


Leu 


Asp 


Ser Gly 


Leu 


Phe 


Thr 


Pro 


Met 


Tyr 


Leu 


Phe 


He 


Ser 




50 










55 










60 










Val 


Leu 


Ser 


Phe 


Val 


Glu 


Val 


Trp 


Tyr 


Val 


Ser 


Thr 


Thr 


Val 


Pro 


Met 


65 










70 










75 










80 


Leu 


Leu 


His 


Thr 


Leu 
85 


Leu 


Gin 


Gly 


Cys 


Ser 
90 


Pro 


Val 


Ser 


Ser 


Ala 
95 


Val 


Cys 


Phe 


He 


Gin 
100 


Thr 


Met 


Phe 


Phe 


His 
105 


Ser 


Leu 


Gly 


Met 


Thr 
110 


Glu 


Cys 


Tyr 


Leu 


Leu 


Gly Val 


Met 


Ala 


Leu 


Asp 


Ser 


Tyr 


Leu 


He 


He 


Cys 


His 






115 










120 










125 








Pro 


Leu 
130 


His 


Tyr 


His 


Ala 


Leu 
135 


Met 


Ser 


Arg 


Gin 


Val 
140 


Gin 


Leu 


Arg 


Leu 


Ala 


Gly 


Ala 


Ser Trp Val 


Ala 


Gly 


Phe 


Ser 


Ala 


Ala 


Leu 


Val 


Pro 


Ala 


145 










150 










155 










160 


Thr 


Leu 


Thr 


Ala 


Thr 
165 


Leu 


Pro 


Phe 


Cys 


Leu 
170 


Lys 


Glu 


Val 


Ala 


His 
175 


Tyr 


Phe 


Cys 


Asp 


Leu 


Ala 


Pro 


Leu 


Met 


Arg 


Leu 


Ala 


Cys 


Val 


Asp 


Thr 


Ser 






180 










185 










190 






Trp 


His 


Ala 


Arg Ala His 


Gly 


Thr 


Val 


He 


Gly Val Ala Thr Gly Cys 




195 










200 










205 








Asn 


Phe 
210 


Val 


Leu 


He 


Leu 


Gly 
215 


Leu 


Tyr 


Gly 


Gly 


He 
220 


Leu 


Asn 


Ala 


Val 


Leu 


Lys 


Leu 


Pro 


Ser 


Ala 


Ala 


Ser 


Ser 


Ala 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 








230 










235 










240 


Ser 


Ser 


His 


Val 


Thr 
245 


Val 


Val 


Ala 


Leu 


Phe 
250 


Tyr 


Ala 


Ser 


Ala 


Phe 
255 


Thr 


Val 


Tyr 


Val 


Gly 


Ser 


Pro Gly 


Ser 


Arg 


Pro 


Glu 


Ser 


Thr 


Asp 


Lys 


Leu 






260 










265 










270 






Val 


Ala 


Leu 


Val 


Tyr Ala 


Leu 


He 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


He 


He 






275 










280 










285 








Tyr 


Ser 
290 


Leu 


Arg 


Asn 


Lys 


Glu 
295 


Val 


Lys 


Lys 


Ala 


Leu 
300 


Arg 


Arg 


Val 





<210> 1503 
<211> 336 
<212> PRT 

<213> Unknown (H38g420 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (336) 

<223> Xaa = Any Amino Acid 

<400> 1503 

Pro Thr Lys Arg Glu Asn His Thr Val He Arg Glu Phe Val Phe Gin 

1 5 10 15 

Gly Phe Ser Ser Phe His Glu His Lys Leu Thr Leu Phe Val Val Phe 
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20 25 30 



Leu 


Thr 


Leu 


Cys 


Leu 


Leu 


Thr 


Leu 


Ala 


Gly Asn 


Val 


He 


He 


Val 


Thr 






35 








40 










45 








He 


He 


Ser 


He 


Asp Arg 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Val 




50 










55 










60 










Ser 


Met 


Leu 


Ser 


Thr 


Ser 


Glu 


Thr 


Val 


Tyr 


Thr 


Leu 


Val 


He 


Val 


Pro 


65 










70 










75 










80 


Arg 


Met 


Leu 


Ser 


Ser 


Leu 


Leu 


Ser 


Leu 


Ser 


Gin 


Pro 


He 


Ser 


Leu 


Gly 








85 










90 










95 




Gly 


Cys 


Ala 


Thr 


Gin 


Met 


Phe 


Phe 


Phe 


He 


Thr 


Leu 


Ala 


He 


Asn 


Asn 




100 










105 










110 






Cys 


Phe 


Leu 


Leu 


Thr 


Ala 


Met 


Gly Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 




115 










120 










125 








Asn 


Pro 
130 


Leu 


Arg 


Tyr 


Met 


He 
135 


He 


Met 


Asn 


Lys 


Lys 
140 


Val 


Cys 


Val 


Gin 


Leu 


Val 


Cys 


Gly 


Ser 


Cys 


Ser 


Val 


Gly Leu 


Leu 


Val 


Ala 


He 


Val 


Gin 


145 






150 










155 










160 


He 


Ser 


Ser 


Val 


Phe 
165 


Arg 


Leu 


Pro 


Phe 


Cys 
170 


Asp 


Lys 


Gin 


Val 


Ala 
175 


His 


Tyr 


Phe 


Cys 


Asp 


He 


His 


Pro 


Val 


Met 


Lys 


Leu 


Ser 


Cys 


Val 


Asp 


Thr 




180 










185 










190 






Thr 


Leu 


His 


Asp 


Leu 


He 


Asn 


Phe 


Val 


Val 


Ser 


Ser 


Leu 


Val 


He 


Val 






195 








200 










205 








Val 


Pro 


Leu 


Gly Leu Val 


Phe 


He 


Ser 


Tyr 


He 


Leu 


He 


He 


Ser 


Thr 




210 










215 










220 










He 


Leu 


Lys 


Val 


Thr 


Ser 


Pro 


Glu 


Gly Arg 


Lys 


Lys 


Ala 


Phe 


Ala 


Thr 


225 








230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Val 


Val 


He 


He 


His 


Tyr 


Gly 


Cys 


Ala 


Ser 








245 










250 










255 




He 


Ala 


Tyr 


Leu 


Lys 


Pro 


Lys 


Ser 


Glu 


Asn 


Thr 


Arg 


Asp 


Gin 


Asp 


Gin 






260 










265 










270 






Leu 


He 


Ser 
275 


Val 


Thr 


Tyr 


Thr 


Val 
280 


Phe 


Thr 


Pro 


Leu 


Leu 
285 


Asn 


Pro 


Val 


Val 


Tyr 
290 


Thr 


Leu 


Arg 


Asn 


Lys 
295 


Glu 


Val 


Lys 


Asn 


Ala 
300 


Leu 


His 


Arg 


Ala 


He Gly 


Lys 


Lys 


Pro 


Phe 


Ala 


Xaa 


Asn 


Leu 


His 


Gin 


Phe 


Asp 


He 


Xaa 


305 










310 










315 










320 


Ser 


Val 


Met 


Ser 


Leu 
325 


Gly 


He 


Phe 


Leu 


Ser 
330 


Ser 


Arg 


Lys 


Leu 


Asn 
335 


Pro 



<210> 1504 
<211> 315 
<212> PRT 

<213> Unknown (H38g421 protein) 



<220> 

<223> Synthetic construct 



<400> 1504 




























Met 


Ser 


He 


Thr 


Lys 


Ala 


Trp 


Asn 


Ser 


Ser 


Ser 


Val 


Thr 


Met 


Phe 


He 


1 








5 










10 










15 




Leu 


Leu 


Gly 


Phe 


Thr 


Asp 


His 


Pro 


Glu 


Leu 


Gin 


Ala 


Leu 


Leu 


Phe 


Val 






20 










25 










30 






Thr 


Phe 


Leu 
35 


Gly 


He 


Tyr 


Leu 


Thr 
40 


Thr 


Leu 


Ala 


Trp 


Asn 
45 


Leu 


Ala 


Leu 


He 


Phe 


Leu 


He Arg Gly 


Asp 


Thr 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 




50 










55 










60 










Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Phe 


He Asp 


He 


Cys 


Tyr 


Ser 


Ser 


Ala 


Val 


65 










70 










75 










80 


Ala 


Pro 


Asn 


Met 


Leu 


Thr 


Asp 


Phe 


Phe 


Trp 


Glu 


Gin 


Lys 


Thr 


He 


Ser 



85 90 95 
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Phe 


Val 


Gly Cys 


Ala 


Ala 


Gin 


Phe 


Phe 


Phe 


Phe Val Gly Met 


Gly 


Leu 








100 










105 










110 






Ser 


Glu 


Cys 


Leu 


Leu 


Leu 


Thr 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Ala 


Ala 






115 










120 










125 








lie 


Ser 


Ser 


Pro 


Leu 


Leu 


Tyr 


Pro 


Thr 


He 


Met 


Thr 


Gin 


Gly 


Leu 


Cys 




130 










135 










140 










Thr 


Arg 


Met 


Val 


Val 


Gly 


Ala 


Tyr 


Val 


Gly Gly 


Phe 


Leu 


Ser 


Ser 


Leu 


145 










150 










155 










160 


lie 


Gin 


Ala 


Ser 


Ser 


He 


Phe 


Arg 


Leu 


His 


Phe 


Cys 


Gly 


Pro 


Asn 


He 










165 










170 










175 




He 


Asn 


His 


Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Pro 


Val 


Leu 


Ala 


Leu 


Ser 


Cys 








180 










185 










190 






Ser 


Asp 


Thr 


Phe 


Leu 


Ser 


Gin 


Val 


Val 


Asn 


Phe 


Leu 


Val 


Val 


Val 


Thr 






195 










200 










205 








Val 


Gly 


Gly Thr 


Ser 


Phe 


Leu 


Gin 


Leu 


Leu 


He 


Ser 


Tyr 


Gly Tyr 


He 




210 










215 










220 










Val 


Ser 


Ala 


Val 


Leu 


Lys 


He 


Pro 


Ser 


Ala 


Glu 


Gly Arg 


Trp 


Lys 


Ala 


225 










230 










235 










240 


Cys 


Asn 


Thr 


Cys 


Ala 


Ser 


His 


Leu 


Met 


Val 


Val 


Thr 


Leu 


Leu 


Phe 


Gly 










245 










250 










255 




Thr 


Ala 


Leu 


Phe 


Val 


Tyr 


Leu 


Arg 


Pro 


Ser 


Ser 


Ser 


Tyr 


Leu 


Leu 


Gly 








260 










265 










270 






Arg 


Asp 


Lys 


Val 


Val 


Ser 


Val 


Phe 


Tyr 


Ser 


Leu 


Val 


He 


Pro 


Met 


Leu 






275 










280 










285 








Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


He 


Lys 


Asp 


Ala 


Leu 




290 










295 










300 










Trp 


Lys 


Val 


Leu 


Glu 


Arg 


Lys 


Lys 


Val 


Phe 


Ser 













305 310 315 



<210> 1505 
<211> 317 
<212> PRT 

<213> Unknown <H3 8g422 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(317) 

<223> Xaa = Any Amino Acid 



<400> 1505 



Met 


Pro 


Xaa 


Lys 


Met 


Glu 


Ser 


He 


Asn 


Thr 


Asn 


Phe 


Thr 


Val 


Thr 


Glu 


1 








5 










10 










15 




Phe 


Val 


Phe 


Leu 
20 


Gly 


Leu 


Ser 


Ser 


Glu 
25 


Pro 


Lys 


He 


Gin 


Leu 
30 


He 


Leu 


Phe 


He 


Met 


Phe 


Leu 


Phe 


Tyr 


Leu 


Ser 


Thr 


Val 


Ala Gly Asn Val 


He 






35 










40 










45 








He 


He 
50 


Thr 


He 


He 


Xaa 


Met 
55 


Glu 


Pro 


Leu 


Leu 


Gin 
60 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Thr 


Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


He 


Cys 


Tyr 


Thr 


Ser 


Thr 


65 










70 










75 










80 


Asn 


Val 


Pro 


Gin 


Met 
85 


Leu 


Ser 


Asn 


Met 


Ala 
90 


Gly 


Lys 


Lys 


Asn 


Thr 
95 


He 


Ser 


Phe 


Ser 


Ser 
100 


Cys 


Ala 


Thr 


Gin 


Met 
105 


Tyr 


Phe 


Ser 


Leu 


Ser 
110 


Phe 


Gly 


Ser 


Asp 


Cys 


Val 


Leu 


Leu 


Gly 


Val 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


Val 


Ala 






115 










120 










125 








He 


Cys 
130 


His 


Pro 


Leu 


His 


Tyr 
135 


Thr 


Phe 


He 


Met 


Asp 
140 


Gin 


Asn 


Thr 


Cys 


He 


Gin 


Leu 


Ala 


Val 


He 


Ser 


Trp 


Ser 


Ser 


Ser 


Phe 


Leu 


Ser 


Ser 


Met 
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145 










150 










155 










160 


Val 


He 


Asn 


Val 


Leu 
165 


Thr 


Leu 


Ser 


Leu 


Pro 
170 


Tyr 


Cys 


Gly 


Pro 


Asn 
175 


He 


Leu 


Asn 


His 


Phe 
180 


Phe 


Cys 


Glu 


Val 


Leu 
185 


Ser 


Val 


Leu 


Arg 


Leu 
190 


Ala 


Cys 


Thr 


Asn 


Thr 
195 


Ser 


Phe 


Thr 


Glu 


Leu 
200 


Val 


Val 


Phe 


He 


Phe 
205 


Ser 


He 


He 


lie 


Val 
210 


Phe 


He 


Pro 


Phe 


Leu 
215 


Leu 


He 


Val 


Val 


Ser 
220 


Tyr 


Val 


Arg 


He 


Leu 


Gin 


Ser 


Val 


Leu 


Arg 


Met 


Arg 


Ser 


Ala 


Ser 


Gly Arg 


Tyr 


Gin 


Ala 


225 










230 










235 










240 


Leu 


Ser 


Thr 


Cys 


Thr 
245 


Ser 


His 


Leu 


Thr 


Val 
250 


Val 


Thr 


Leu 


Phe 


Tyr 
255 


Gly 


Thr 


Ala 


He 


Phe 
260 


Met 


Asp 


Met 


Arg 


Pro 
265 


Gin 


Ser 


Arg 


Ser 


Ser 
270 


Trp 


Ala 


Gly 


Gly 


Lys 
275 


He 


He 


Ala 


Val 


Phe 
280 


Tyr 


Thr 


Val 


Val 


Thr 
285 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Gin 


Asp 


Val 


Lys 


Gly Ala Arg 




290 










295 










300 










Arg 


Arg 


Ala 


He 


Ala 


Lys 


Gin 


Arg 


Met 


Xaa 


Gin 


Leu 


Leu 









305 310 315 



<210> 1506 
<211> 340 
<212> PRT 

<213> Unknown (H3 8g423 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (340) 

<223> Xaa = Any Amino Acid 



<400> 1506 



Met 


Pro 


Lys 


Leu 


Asn 


Ser 


Thr 


Phe 


Val 


Thr Glu 


Phe 


Leu 


Phe Glu Gly 


1 








5 










10 








15 




Phe 


Ser 


Ser 


Phe 


Arg 


Arg 


Gin 


His 


Lys 


Leu Val 


Phe 


Phe 


Val 


Val 


Phe 








20 










25 








30 






Leu 


Thr 


Leu 


Tyr 


Leu 


Leu 


Thr 


Leu 


Ser 


Gly Asn 


Val 


He 


He 


Met 


Thr 






35 










40 








45 








He 


He 


Arg 


Leu 


Asp 


His 


His 


Leu 


His 


Thr Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 








60 










Cys 


Met 


Leu 


Ser 


He 


Ser 


Glu 


Thr 


Cys 


Tyr Thr 


Val 


Ala 


He 


He 


Pro 


65 










70 








75 










80 


His 


Met 


Leu 


Ser 


Gly 


Leu 


Leu 


Asn 


Pro 


His Gin 


Pro 


He 


Ala 


Thr 


Gin 










85 










90 








95 




Ser 


Cys 


Ala 


Thr 


Gin 


Leu 


Phe 


Phe 


Tyr 


Leu Thr 


Phe 


Gly 


He 


Asn 


Asn 






100 










105 








110 






Cys 


Phe 


Leu 


Leu 


Thr 


Val 


Met 


Gly 


Tyr 


Asp Arg 


Tyr 


Val 


Ala 


He 


Cys 






115 










120 








125 








Asn 


Pro 


Leu 


Arg 


Tyr 


Ser 


Val 


He 


Met 


Gly Lys 


Arg 


Ala 


Cys 


He 


Gin 




130 










135 








140 










Leu 


Ala 


Ser 


Gly 


Ser 


Leu 


Gly 


He 


Gly 


Leu Gly 


Met 


Ala 


He 


Val 


Gin 


145 










150 








155 










160 


Val 


Thr 


Ser 


Val 


Phe 


Gly 


Leu 


Pro 


Phe 


Cys Asp 


Ala 


Phe 


Val 


He 


Ser 










165 










170 








175 




His 


Phe 


Phe 


Cys 


Asp 


Val 


Arg 


His 


Leu 


Leu Lys 


Leu 


Ala 


Cys 


Thr 


Asp 








180 










185 








190 






Thr 


Thr 


Val 


Asn 


Glu 


He 


He 


Asn 


Phe 


Val Val 


Ser 


Val 


Cys 


Val 


Leu 



195 200 205 
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Val Leu Pro Met Gly Leu 
210 

Thr He Leu Lys He Ala 
225 230 
Thr Cys Ala Ser His Leu 
245 

Ser lie He Tyr Leu Lys 
260 

Arg Leu He Ser Val Thr 
275 

Val Tyr Ser Leu Lys Asn 
290 

Val Gly Gin Lys Thr Leu 
305 310 
Phe Pro Phe Val Tyr Lys 
325 

Met Pro Leu Cys 
340 

<210> 1507 
<211> 313 
<212> PRT 
<213> Unknown (H3 8g424 protein) 

<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (313) 

<223> Xaa - Any Amino Acid 



<400> 1507 



Met 


Asp 


He 


Gly 


Leu 


Ser 


He 


Ala 


Asn 


Ser 


Ser 


Gly 


Phe 


Gin 


Leu 


Ser 


1 






5 










10 










15 




Glu 


Phe 


He 


Leu 
20 


He 


Gly 


Phe 


Pro 


Gly 

25 


He 


His 


Glu 


Trp 


Gin 
30 


His 


Trp 


Leu 


Ser 


Leu 
35 


Pro 


Leu 


Ala 


Leu 


Gly 
40 


Ala 


Asn 


Leu 


Leu 


He 
45 


He 


He 


Thr 


He 


Gin 
50 


His 


Glu 


Thr 


Met 


Leu 
55 


His 


Glu 


Pro 


Met 


Tyr 
60 


His 


Leu 


Leu 


Gly 


He 


Leu 


Ala 


Val 


Val 


Asp 


He 


Gly 


Leu 


Ala 


Thr 


Thr 


He 


Met 


Pro 


Lys 


65 










70 










75 










80 


He 


Leu 


Ala 


He 


Phe 
85 


Trp 


Phe 


Asp 


Ala 


Lys 
90 


Ala 


He 


Ser 


Leu 


Pro 
95 


Glu 


Cys 


Phe 


Ala 


Gin 


He 


Tyr 


Ala 


He 


His 


Ser 


Phe 


Met 


Cys 


Met 


Glu 


Ser 






100 










105 










110 






Gly 


He 


Phe 


Leu 


Cys 


Met 


Ala 


Val 


Asp 


Arg 


Tyr 


Met 


Ala 


He 


Cys 


Tyr 




115 










120 










125 








Pro 


Leu 
130 


Gin 


Tyr 


Thr 


Ser 


He 
135 


Val 


Thr 


Glu 


Ala 


Phe 
140 


Val 


He 


Lys 


Ala 


Thr 


Leu 


Ser 


Val 


Val 


Leu 


Arg 


Asn 


Gly Leu 


Leu 


Thr 


He 


Pro 


Val 


Pro 


145 










150 










155 










160 


Val 


Leu 


Ala 


Ala 


Gin 
165 


Arg 


His 


Tyr 


Cys 


Ser 
170 


Arg 


Asn 


Glu 


He 


Asp 
175 


Gin 


Cys 


Leu 


Cys 


Ser 


Asn 


Leu 


Gly 


Val 


Thr 


Ser 


Leu 


Ala 


Cys 


Asp 


Asp 


Thr 






180 










185 










190 






Thr 


He 


Asn 
195 


Arg 


Phe 


Tyr 


Gin 


Leu 
200 


Ala 


Leu 


Val 


Trp 


Val 
205 


Val 


Val 


Gly 


Ser 


Asp 
210 


Met 


Gly 


Leu 


Val 


Phe 
215 


Ala 


Ser 


Tyr 


Ser 


Leu 
220 


He 


He 


His 


Ser 


Val 


Leu 


Lys 


Leu 


Asn 


Ser 


Ala 


Lys 


Ala 


Thr 


Ser 


Lys 


Ala 


Leu 


Asn 


Thr 



Val Phe He Ser Tyr 
215 

Ser Ala Glu Gly Gin 
235 

Thr Val Val He He 
250 

Pro Lys Ser Gin Ser 
265 

Tyr Thr He Thr Pro 
280 

Lys Glu Val Lys Asp 
295 

Ser Pro Xaa Xaa Arg 
315 

Tyr Val Leu He Phe 
330 



Val Leu He He Ser 
220 

Lys Lys Ala Phe Ala 
240 

His Tyr Gly Cys Ala 
255 

Ser Leu Gly Gin Asp 
270 

Leu Leu Asn Pro Val 
285 

Ala Leu His Arg Ala 
300 

Glu Val Val Lys Ala 
320 

Asn Ala Leu Ser He 
335 
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225 230 235 240 



Cys 


Ser 


Ser 


His 


Leu 


He 


Leu 


He 


Leu 


Phe 


Phe 


Tvr 
j 


Thr 


Ala 


He 


He 










245 










250 










255 




Val 


Val 


Ser 


Val 


Thr 


Asn 


Leu 


Ala 


Gly 


Arg 


Arg 


Ala 


Pro 


Arg 


He 


Pro 








260 










265 










270 






Val 


Leu 


Leu 


Asn 


Val 


Leu 


His 


He 


Val 


He 


Pro 


Ser 


Ala 


Leu 


Asn 


Pro 






275 










280 










285 








lie 


Val 


Tyr Ala 


Leu Arg 


Thr 


Xaa 


Glu 


Leu 


Arg 


Ala 


Gly 


Phe 


Gin 


Lys 




290 










295 










300 










Leu 


Leu Gly Leu 


Gly Glu 


Tyr Val 


Ser 
















305 










310 






















<210> 1508 




























<211> 315 




























<212> PRT 




























<213> Unknown (H38g425 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1508 




























Met 


Phe 


Ser 


Pro 


Asn 


His 


Thr 


He 


Val 


i nr 


VjlU 


xr Ilfcr 


11c 


Leu 


L>6U 


uiy 


1 








5 










1U 










1 D 




Leu 


Thr 


Asp 


Asp 


Pro 


Val 


Leu 


Glu 


Lys 


ne 


Leu 


r*ne 


vjiy 


vai 


rflG 


Leu 








20 










o c 
Zd 










J u 






Ala 


He 


Tyr 


Leu 


He 


Thr 


Leu 


Ala 




Asn 


Leu 


Cys 




lie 


Leu 


Leu 






35 










40 


















lie 


Arg 


Thr 


Asn 


Ser 


His 


Leu 


Gin 


inr 


Pro 




Tyr 




.file 


Leu 


oiy 




50 










55 










DU 










His 


Leu 


Ser 


Phe 


Val 


Asp 


He 


Cys 


Tyr 


ber 


Ser 


Asn 


vai 


i nr 


Pro 


Asn 


65 










70 










/ _) 










o u 


Met 


Leu 


His 


Asn 


Phe 


Leu 


Ser 


Glu 


v»in 


Lys 


inr 


Tl c 

lie 


Ser 


Tyr 


Ala 


uiy 










85 
























Cys 


Phe 


Thr 


Gin 


Cys 


Leu 


Leu 


Phe 


lie 


Ala 

Aia 


Leu 


17=»1 

vai 


Tl A 

lie 




r»i ii 

v» xU 


rne 








100 










1UD 










11U 






Tyr 


He 


Leu 


Ala 


Ser 


Met 


Ala 


Leu 


Asp 


Arg 


Tyr 


vax 


Ala 


Tl o 
lie 




Qov 






115 










120 










1TC 

i/D 








Pro 


Leu 


His 


Tyr 


Ser 


Ser 


Arg 


Met 


Ser 


Lys 


Asn 


Tip 


VJf s 


v ctx 


\— y o 


Leu 




130 










135 










x f* u 










Val 


Thr 


He 


Pro 


Tyr 


Met 


Tyr 


Gly 


fiie 


Leu 


Car 




i^lltr 




V?XI1 


Car 


145 










150 




















X O \J 


Leu 


Leu 


Thr 


Phe 


His 


Leu 


Ser 


Phe 


Cys 


CI! vr 


Ser 




UlU 


Tl o 

X 1C 


noil 












165 










17ft 










X / J 




Phe 


Tyr 


Cys 


Ala 


Asp 


Pro 


Pro 


Leu 


Tip 
lie 


Mot- 


T .01 1 


Ala 
Aia 




Ser 


Asp 


Thr 








180 










XO~J 










190 






Arg 


Val 


Lys 


Lys 


Met 


Ala 


Met 


Phe 


Val 


Val 


Ala 


Glv 


Phe 


Asn 


Leu 


Ser 






195 










200 










j 








Ser 


Ser 


Leu 


Phe 


He 


He 


Leu 


Leu 


Ser 


Tyr 


Leu 


r lie 


Tip 

x its 


Pho 


Al a 

/AX d 


Ala 




210 










215 










220 










lie 


Phe 


Arg 


He 


Arg 


Ser 


Ala 


Glu 


VaXy 


x\x. y 


Hie 


Lys 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


He 


Val 


Thr 


Leu 


Phe 


Tyr 


Gly 


Thr 


Leu 


Phe 










245 










250 










255 




Cys 


Met 


Tyr 


Val. 


Arg 


Pro 


Pro 


Ser 


Glu 


Lys 


Ser 


Val 


Glu 


Glu 


Ser 


Lys 








260 










265 










270 






lie 


Thr 


Ala 


Val 


Phe 


Tyr 


Thr 


Phe 


Leu 


Ser 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Thr 


Asp 


Val 


He 


Leu 


Ala 


Met 


Gin 


Gin 


Met 




290 










295 










300 










lie 


Arg 


Gly 


Lys 


Ser 


Phe 


His 


Lys 


He 


Ala 


Val 
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<210> 1509 
<211> 257 
<212> PRT 

<213> Unknown (H38g426 protein) 



<220> 

<223> Synthetic construct 



<400> 1509 


























Met 


Phe 


Leu 


Leu Leu 


Ala 


He 


Leu 


Ala 


Ala 


Thr 


Asp 


Leu 


Gly 


Leu 


Ala 


1 






5 










10 










15 




Thr 


Ser 


lie 


Ala Pro 


Gly 


Leu 


Leu 


Ala 


Val 


Leu Trp 


Leu Gly 


Pro 


Arg 








20 








25 










30 






Ser 


Val 


Pro 


Tyr Ala 


Val 


Cys 


Leu 


Val 


Gin 


Met 


Phe 


Phe 


Val 


His 


Ala 






35 








40 










45 








Leu 


Thr 


Ala 


Met Glu 


Ser 


Gly 


Val 


Leu 


Leu 


Ala 


Met 


Ala 


Cys 


Asp 


Arg 




50 








55 










60 










Ala 


Ala 


Ala 


He Gly 


Arg 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


Leu 


Val 


Thr 


Lys 


65 








70 










75 










80 


Ala 


Cys 


Val 


Gly Tyr 


Ala 


Ala 


Leu 


Ala 


Leu 


Ala 


Leu 


Lys 


Ala 


Val 


Ala 








85 










90 










95 




lie 


Val 


Val 


Pro Phe 


Pro 


Leu 


Leu 


Val 


Ala 


Lys 


Phe 


Glu 


His 


Phe 


Gin 








100 








105 










110 






Ala 


Lys 


Thr 


He Gly 


His 


Thr 


Tyr 


Cys 


Ala 


His 


Met 


Ala 


Val 


Val 


Glu 






115 








120 










125 








Leu 


Val 


Val 


Gly Asn 


Thr 


Gin 


Ala 


Thr 


Asn 


Leu 


Tyr 


Gly Leu Ala 


Leu 




130 








135 










140 










Ser 


Leu 


Ala 


He Ser 


Gly 


Met 


Asp 


He 


Leu 


Gly 


He 


Thr Gly 


Ser 


Tyr 


145 








150 










155 










160 


Gly 


Leu 


lie 


Ala His 


Ala 


Val 


Leu 


Gin 


Leu 


Pro 


Thr 


Arg 


Glu 


Ala 


His 








165 










170 










175 




Ala 


Lys 


Ala 


Phe Gly 


Thr 


Cys 


Ser 


Ser 


His 


He 


Cys 


Val 


He 


Leu 


Ala 








180 








185 










190 






Phe 


Tyr 


He 


Pro Gly 


Leu 


Phe 


Ser 


Tyr 


Leu 


Ala 


His 


Arg 


Phe 


Gly 


His 






195 








200 










205 








His 


Thr 


Val 


Pro Lys 


Pro 


Val 


His 


He 


Leu 


Leu 


Ser 


Asn 


He 


Tyr 


Leu 




210 








215 










220 










Leu 


Leu 


Pro 


Pro Ala 


Leu 


Asn 


Pro 


Leu 


He Tyr Gly 


Ala 


Arg 


Thr 


Lys 


225 








230 










235 










240 


Gin 


lie 


Arg 


Asp Arg 


Leu 


Leu 


Glu 


Thr 


Phe 


Thr 


Phe 


Arg 


Lys 


Ser 


Pro 








245 










250 










255 




Leu 































<210> 1510 
<211> 358 
<212> PRT 

<213> Unknown (H3 8g427 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (358) 

<223> Xaa = Any Amino Acid 

<400> 1510 

Val Ser Met Ser Phe Leu He Arg Ser Asp Ser Thr Leu His Thr Pro 

1 5 10 15 

Met Cys Leu Phe Leu Ser His Leu Ser Phe Val Asp Leu Tyr Tyr Ala 
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Thr 


Asn 


Ala 


Thr 


Pro 


Pro 


Met 


Leu 






35 










40 


Lys 




Val 


Ser 


Phe 


lie 


Gly Cys 














55 




r\Xd 


Leu 


Val 


lie 


Thr 


Asp 


Tyr 


His 


fit; 










70 






His 


xyj. 


Met 


Ala 


lie 


Cvs 
*- j 


Lys 


Pro 










85 








*** y 


Cys 


Val 


Cvs 


Leu 


Cvs 


Leu 


Thr 








100 










Ala 


Asn 


Glv 


Leu 


Val 


Gin 


Val 


He 






115 










120 


Vj X u 


Pro 


Asn 


Glu 


lie 


Asn 


His 


Phe 














135 




1 jr i 


Ala 


His 


Leu 


lie 


Pro 


Leu 


Xaa 












150 






ulu 




^9 


Asn 


Asn 


lie 


Asn Gly 










X \J J 










ric i- 


V3X. 


Glu 


Arg 


Asn 


Leu 


Leu 








1 0 u 










Trp 


nib 


T1 ~ 
IXC 




►J "X 


Xaa 


Leu 


Phe 






1 qc; 

127D 










200 


Ala 


Asp 


Ser 


Asp 


Val 


Lys 


Leu 


Glu 




Z1U 










215 




Pro 


Pro 


Leu 


Leu 


Val 


Leu 


Ala 


Cys 


/ZD 










230 






Ala 


Met 


rne 




Val 


Ala 


Gly 


Ser 










245 








lie 




Tip 

lie 


Ser 


Tyr 


Thr 


Phe 


He 








Z D U 










I il-L 


Ala 


Villi 


Gly 


Arg Tyr 


Asn 


Ala 






Z / D 










280 


Thr 


Ala 


Val 


Thr 


Val 


Phe 


Gin Gly 




290 










295 




Pro 


Pro 


Ser 


Glu 


Ala 


Ser 


Val 


Glu 


305 










310 






Tyr 


lie 


Phe 


Val 


Ser 


Pro 


Thr 


Leu 










325 








Asn 


Lys 


Asn 


Val 


Lys 


Arg 


Thr 


He 








340 










Phe 


Ala 


Lys 


Xaa 


Gly Arg 







355 

<210> 1511 
<211> 313 
<212> PRT 

<213> Unknown (H38g428 protein) 



25 










30 






Val 


Asn 


Phe 


Val 


Phe 


Ser 


Lys 


Arg 










45 








Phe 


He 


Gin 


Phe 


His 


Leu 


Phe 


He 








60 










Met 


Leu 


Thr 


Val 


Met 


Val 


Tyr 


Asp 






75 










80 


Leu 


Leu 


Tyr Gly 


Ser 


Lys 


Met 


Ser 




90 










95 




Ala 


Ala 


Pro 


Tyr 


He 


Tyr 


Gly 


Ser 


105 










110 






Leu 


Met 


Leu 


Cys 


Leu 


Phe 


Phe 


Cys 










125 








Phe 


Phe 


Phe 


Gly Glu 


Asn 


Ala 


Leu 








140 










lie 


Phe 


Glu 




Thr 


Val 


Gly Glu 






155 










160 


Glu 


Asn 


Thr 


X 1 XX 


Gin 


Lys 


Val 


Tvr 

Jr 




170 










175 




He 


Gin 


vax 


Ser 


He 


Phe 


Leu 


Leu 


185 










190 






Ser 


Gin 


Tyr 


Glu 


Ala 


Ser 


Pro 


Arg 










205 








He 


Asn 


His 


Phe 


Tyr 


Tyr 


Ala 


Glu 








220 










Leu 


Aso 


Thr 


Tyr 


Val 


Lys 


Glu 


Thr 






235 










240 


Asn 


Leu 


He 


Cys 


Pro 


Leu 


Thr 


He 




250 










255 




Phe 


Thr 


Asp 


He 


Leu 


His 


He 


Cys 


265 










270 






Phe 


Ser 


Thr 


Cys 


Gly 


Ser 


Leu 


Val 










285 








Thr 


Leu 


Phe 


His 


Met 


Cys 


Leu 


Arg 








300 










Gin 


Gly Lys 


He 


Val 


Ala 


Ala 


Phe 






315 










320 


Asn 


Pro 


Leu 


He 


Tyr Arg 


Leu 


Arg 




330 










335 




Arg 


Glu 


Val 


He 


Gin 


Lys 


Lys 


Leu 


345 










350 







<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(313) 

<223> Xaa = Any Amino Acid 



<400> 1511 

Met Phe Gly Ala Asn Leu Thr Thr 

1 5 
Leu Gly He Pro Gly Leu Glu Gin 
20 



Phe His Pro Thr Leu Phe He Leu 

10 15 
Tyr His He Trp Leu Ser He Pro 
25 30 
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Phe 


Tyr 


Leu Met 


Tyr 


He 


Thr 


Ala 


Val 


Leu 


Gly 


Asn 


Gly 


Ala 


Leu 


He 






35 








40 










45 








Leu 


Val 


Val Leu 


Ser 


Glu 


His 


Thr 


Leu 


His 


Val 


Phe 


Leu 


Ser 


Met 


Leu 




50 








55 










60 










Ala 


Gly 


Thr Asp 


He 


Leu 


Leu 


Ser 


Thr 


Thr 


Thr 


Val 


Pro 


Lys 


Ala 


Leu 


65 




70 










75 










80 


Ala 


He 


Phe Trp 


Val 


His 


Ala 


Gly 


Glu 


He 


Ala 


Phe 


Asp 


Ala 


Cys 


He 






85 










90 










95 




Thr 


Gin 


Met Phe 


Phe 


He 


His 


Val 


Ala 


Phe 


Val 


Ala 


Glu 


Ser 


Gly 


He 






100 










105 










110 






Leu 


Leu 


Ala Met 


Ala 


Phe 


Asp 


Ser 


Tyr 


Val 


Ala 


He 


Cys 


Thr 


Pro 


Leu 






115 








120 










125 








Arg 


Tyr 


Thr Thr 


He 


Leu 


Thr 


Ser 


Met 


Val 


Asn 


Gly 


Lys 


Met 


Thr 


Leu 




130 








135 










140 










Thr 


He 


Trp Gly 


Gin 


Ser 


He 


Gly 


Thr 


He 


Phe 


Pro 


Val 


He 


Phe 


Leu 


145 








150 










155 










160 


Leu 


Lys 


Arg Leu 


Pro 


Tyr 


Cys 


Gin 


Thr 


Asn 


He 


He 


Pro 


His 


Ser 


Tyr 








165 










170 










175 




Cys 


Glu 


His He 


Gly Val 


Ala 


Gin 


Leu 


Ala 


Cys 


Ala 


Asp 


He 


Thr 


Val 




180 










185 










190 






Asn 


He 


Trp Tyr 


Gly 


Phe 


Ser 


Val 


Pro 


Met 


Ala 


Ser 


Val 


Leu 


Val 


Asp 






195 








200 










205 








Val 


Ala 


Phe He 


Gly Phe 


Ser 


Tyr 


Thr 


Leu 


He 


Leu 


Gin 


Ala 


Val 


Phe 




210 








215 










220 










Arg 


Leu 


Pro Ser 


Gin 


Glu 


Ser 


Gin 


His 


Lys 


Ala 


Leu 


Asn 


Thr 


Cys 


Gly 


225 








230 










235 










240 


Ser 


His 


He Gly 


Val 


Val 


Leu 


Leu 


Phe 


Phe 


He 


Pro 


Ser 


Phe 


Phe 


Thr 








245 










250 










255 




Phe 


Leu 


Thr His 


Arg 


Phe 


Gly 


Lys 


Asn 


He 


Pro 


His 


His 


Val 


His 


He 






260 










265 










270 






Leu 


Leu 


Ala Asn 


Leu 


Tyr 


Leu 


Leu 


Val 


Pro 


Pro 


Met 


Leu 


Asn 


Pro 


He 






275 








280 










285 








He 


Tyr 


Gly Glu 


Lys 


Thr 


Lys 


Gin 


He 


Arg 


Asp 


Ser 


Met 


Ala 


His 


Met 




290 








295 










300 










Leu 


Ser 


Val Val 


Gly Lys 


Ser 


Xaa 


Asp 

















305 310 



<210> 1512 
<211> 314 
<212> PRT 

<213> Unknown (H38g429 protein) 
<220> 

<223> Synthetic construct 



<400> 1512 

Met Lys Met Lys He Asp Pro Lys Cys Asn Gly Thr Glu Val Thr Glu 

15 10 15 

Phe He Leu Leu Gly Leu Thr Ser Gin Pro Glu Leu Gin Pro Met Leu 

20 25 30 

Phe Val Val Phe Leu Leu He Tyr Leu He Thr Leu Thr Gly Lys Phe 

35 40 45 

Gly Met He Phe Leu He Arg Phe Thr Pro Gin Leu Gin Thr His Met 

50 55 60 

Tyr Phe Phe Leu Thr His Leu Ala Cys Val Asp He Phe Tyr Ser Thr 
65 70 75 80 

Asn Val Ser Pro Gin Met Leu Val Asn Phe Leu Ser Glu Lys Lys Thr 

85 90 95 

He Ser Tyr Ala Gly Cys Leu Ala Gin Cys Phe Val Phe Val Thr Leu 

100 105 HO 

Leu Leu Thr Glu Tyr Tyr Met Leu Gly Ala Met Ala Tyr Asp Cys Tyr 
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115 










120 










125 








Met 


Ala 
130 


lie 


Cys 


Asn 


Pro 


Leu 
135 


His 


Tyr 


Ser 


Ser 


Lys 
140 


Met 


Ser 


Arg 


Ala 


Val 


Cvs 


lie 


Cvs 


Leu 


Val 


Thr 


Phe 


Pro 


Tyr 


Phe 


Trp Gly Ser Met 


Val 


145 










150 










155 










160 


Gly 


Thr 


Met 


Gin 


Val 
165 


He 


Leu 


Thr 


Ser 


Arg 
170 


Leu 


Ser 


Phe 


Phe 


Gly 
175 


Pro 


Asn 


Thr 


He 


Asn 
180 


His 


Phe 


Tyr 


Cys 


Thr 
185 


Asp 


Pro 


Pro 


Leu 


Leu 
190 


Met 


Leu 


Thr 


Ser 


Ser 
195 


Asp 


Thr 


Tyr 


He 


Lys 
200 


Gin 


Thr 


Ala 


Leu 


Phe 
205 


Val 


Ser 


Ala 


Glv 


lie 
210 


Asn. 


Leu 


Thr 


Val 


Ser 
215 


Leu 


Leu 


He 


He 


Leu 
220 


He 


Ser 


Tyr 


He 


Phe 


lie 


Phe 


He 


Thr 


He 


Met 


Arg 


He 


Arg 


Ser 


Ser 


Glu 


Gly Gin 


Leu 


225 










230 










235 










240 


Lvs 


Ala 


Phe 


Ser 


Thr 
245 


Cys 


Gly 


Ser 


His 


Leu 
250 


Thr 


Ala 


Val 


Thr 


Met 
255 


Phe 


Tyr 


Gly 


Ser 


Leu 
260 


Phe 


Cys 


Met 


Tyr 


Leu 
265 


Arg 


Pro 


Thr 


Asn 


Glu 
270 


Leu 


Ser 


Val 


Glu 


Gin 


Gly Lys Met Gly 


Val 


Val 


Phe 


Cys 


He 


Phe 


Val 


Ser 


Pro 






275 










280 










285 








Met 


Leu 
290 


Asn 


Pro 


Phe 


He 


Tyr 
295 


Arg 


Leu 


Arg 


Asn 


Lys 
300 


Asp 


Val 


Lys 


Gin 


Ala 


Leu 


Lys 


Arg 


Val 


Phe 


Met 


Arg 


Asn 


Leu 















305 310 



<210> 1513 
<211> 320 
<212> PRT 

<213> Unknown (H38g430 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1513 



Met 


Ser 


Leu 


Leu 


Phe 


Xaa 


Asp 


Xaa 


Asp 


Met 


Arg 


Asn 


Phe 


Thr 


Pro 


Leu 


1 








5 










10 










15 




Ser 


Gly 


Phe 


He 
20 


He 


Leu 


Gly 


Phe 


Thr 

25 


Asp 


His 


Pro 


Glu 


Leu 
30 


Gin 


Cys 


Leu 


Leu 


Phe 

35 


Val 


Leu 


Phe 


Leu 


Leu 
40 


He 


Tyr 


Met 


Phe 


Thr 
45 


Val 


Val 


Gly 


Asn 


Leu 


Gly Met 


He 


Leu 


Leu 


He 


Lys 


He 


Asp 


Ser 


His 


Leu 


His 


Thr 




50 










55 










60 
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260 

Pro Leu Ala Cys Ala Leu Arg Met 
275 280 
Arg Leu Leu Gly Leu Gly Gin Asp 
290 295 



265 270 
His Lys Leu Arg Leu Gly Phe Gin 
285 

Val Ser Lys 



<210> 1515 
<211> 317 
<212> PRT 

<213> Unknown (H38g432 protein) 
<220> 

<223> Synthetic construct 
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Met 
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<210> 1516 
<211> 317 
<212> PRT 

<213> Unknown (H38g433 protein) 



790 



BNSDOCID: <WO 0127158A2_L> 



WO 01/27158 



PCT/US00/27582 



<220> 

<223> Synthetic construct 
<400> 1516 

Met Ser His Thr Asn Val Thr lie Phe His Pro Ala Val Phe Val Leu 

15 10 15 

Pro Gly lie Pro Gly Leu Glu Ala Tyr His lie Trp Leu Ser lie Pro 

20 25 30 

Leu Cys Leu He Tyr He Thr Ala Val Leu Gly Asn Ser He Leu He 

35 40 45 

Val Val He Val Met Glu Arg Asn Leu His Val Pro Met Tyr Phe Phe 

50 55 60 

Leu Ser Met Leu Ala Val Met Asp He Leu Leu Ser Thr Thr Thr Val 
65 70 75 80 

Pro Lys Ala Leu Ala He Phe Trp Leu Gin Ala His Asn He Ala Phe 

85 90 95 

Asp Ala Cys Val Thr Gin Gly Phe Phe Val His Met Met Phe Val Gly 

100 105 110 

Glu Ser Ala He Leu Leu Ala Met Ala Phe Asp Arg Phe Val Ala He 

115 120 125 

Cys Ala Pro Leu Arg Tyr Thr Thr Val Leu Thr Trp Pro Val Val Gly 

130 135 140 

Arg He Ala Leu Ala Val He Thr Arg Ser Phe Cys He He Phe Pro 
145 150 155 160 

Val He Phe Leu Leu Lys Arg Leu Pro Phe Cys Leu Thr Asn He Val 

165 170 175 

Pro His Ser Tyr Cys Glu His He Gly Val Ala Arg Leu Ala Cys Ala 

180 185 190 

Asp lie Thr Val Asn He Trp Tyr Gly Phe Ser Val Pro He Val Met 

195 200 205 

Val He Leu Asp Val He Leu He Ala Val Ser Tyr Ser Leu He Leu 

210 215 220 

Arg Ala Val Phe Arg Leu Pro Ser Gin Asp Ala Arg His Lys Ala Leu 
225 - 230 235 240 

Ser Thr Cys Gly Ser His Leu Cys Val He Leu Met Phe Tyr Val Pro 

245 250 255 

Ser Phe Phe Thr Leu Leu Thr His His Phe Gly Arg Asn He Pro Gin 

260 265 270 

His Val His He Leu Leu Ala Asn Leu Tyr Val Ala Val Pro Pro Met 

275 280 285 

Leu Asn Pro He Val Tyr Gly Val Lys Thr Lys Gin He Arg Glu Gly 

290 295 300 

Val Ala His Arg Phe Phe Asp He Lys Thr Trp Cys Cys 
305 310 315 

<210> 1517 
<211> 305 
<212> PRT 

<213> Unknown (H38g434 protein) 
<220> 

<223> Synthetic construct 
<400> 1517 

Met Gin Arg Ser Asn His Thr Val Thr Glu Phe He Leu Leu Gly Phe 

15 10 15 

Thr Thr Asp Pro Gly Met Gin Leu Gly Leu Phe Val Val Phe Leu Gly 

20 25 30 

Val Tyr Ser Leu Thr Val Val Gly Asn Ser Thr Leu He Val Leu He 

35 40 45 

Cys Asn Asp Ser Cys Leu His Thr Pro Met Tyr Phe Val Ala Gly Asn 
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<210> 1518 
<211> 314 
<212> PRT 

<213> Unknown (H3 8g435 protein) 
<220> 

<223> Synthetic construct 
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Lys lie Gly Met 
145 

Leu Pro Phe Leu 

Ala His Cys Tyr 
180 

Asp Thr Ser Phe 
195 

Val Val Leu Asp 
210 

Gin Ala Val Leu 
225 

Gly Thr Cys Val 

Val Val lie Ser 
260 

Arg Val His lie 
275 

Val Asn Pro lie 
290 

Val Leu Ser Leu 
305 



Ala Ala Val Ala 
150 

Leu Arg Arg Phe 
165 

Cys Glu His Met 

Asn Asn lie Tyr 
200 

Leu Leu Phe Val 
215 

Gin Leu Ala Ser 
230 

Ser His He Gly 
245 

Ser Val Met His 

Leu Leu Ala He 
280 

He Tyr Gly Val 
295 

Phe Gin Arg Lys 
310 



Arg Ala Val Thr 
155 

His Tyr Cys Arg 
170 

Ala Val Val Arg 
185 

Gly He Ala Val 

He Leu Ser Tyr 
220 

Gin Glu Ala Arg 
235 

Ala He Leu Ser 
250 

Arg Val Ala Arg 
265 

Phe Tyr Leu Leu 

Lys Thr Lys Gin 
300 

Asn Met 



Leu Met Thr Pro 
160 

Gly Pro Val He 
175 

Leu Ala Cys Gly 
190 

Ala Met Phe Ser 
205 

Val Phe He Leu 

Tyr Lys Ala Phe 
240 

Thr Tyr Thr Pro 

255 

His Ala Ala Pro 
270 

Phe Pro Pro Met 
285 

He Arg Glu Tyr 



<210> 1519 
<211> 312 
<212> PRT 

<213> Unknown (H38g436 protein) 
<220> 

<223> Synthetic construct 
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Cys 


Ser 


Leu 


Thr 


Val 


He 


Leu 


He 


Ser 


Tyr 


Thr 


Phe 


He 


Phe 


Thr 


Ala 




210 










215 










220 










He 


Leu 


Arg 


He 


His 


Thr 


Ala 


Glu 


Gly 


Arg 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 
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225 230 235 240 

Cys Gly Ser His Val Thr Ala Val Thr Val Phe Tyr Gly Thr Leu Phe 

245 250 255 

Cys Met Tyr Leu Arg Pro Pro Ser Glu Thr Ser lie Gin Gin Gly Lys 

260 265 270 

lie Val Ala Val Phe Tyr lie Phe Val Ser Pro Met Leu Asn Pro Leu 

275 280 285 

lie Tyr Ser Leu Arg Asn Lys Asp Val Lys Arg Ser lie Arg Lys Val 

290 295 300 

lie Gin Lys Lys Leu Phe Ala Lys 
305 310 

<210> 1520 
<211> 314 
<212> PRT 

<213> Unknown (H3 8g437 protein) 
<220> 

<223> Synthetic construct 
<400> 1520 

Met Ser Ala Ser Asn lie Thr Leu Thr His Pro Thr Ala Phe Leu Leu 

15 10 15 

Val Gly He Pro Gly Leu Glu His Leu His He Trp He Ser He Pro 

20 25 30 

Phe Cys Leu Ala Tyr Thr Leu Ala Leu Leu Gly Asn Cys Thr Leu Leu 

35 40 45 

Leu He He Gin Ala Asp Ala Ala Leu His Glu Pro Met Tyr Leu Phe 

50 55 60 

Leu Ala Met Leu Ala Ala He Asp Leu Val Leu Ser Ser Ser Ala Leu 
65 70 75 80 

Pro Lys Met Leu Ala He Phe Trp Phe Arg Asp Arg Glu He Asn Phe 

85 90 95 

Phe Ala Cys Leu Ala Gin Met Phe Phe Leu His Ser Phe Ser He Met 

100 105 110 

Glu Ser Ala Val Leu Leu Ala Met Ala Phe Asp Arg Tyr Val Ala He 

115 120 125 

Cys Lys Pro Leu His Tyr Thr Lys Val Leu Thr Gly Ser Leu He Thr 

130 135 140 

Lys He Gly Met Ala Ala Val Ala Arg Ala Val Thr Leu Met Thr Pro 
145 150 155 160 

Leu Pro Phe Leu Leu Arg Cys Phe His Tyr Cys Arg Gly Pro Val He 

165 170 175 

Ala His Cys Tyr Cys Glu His Met Ala Val Val Arg Leu Ala Cys Gly 

180 185 190 

Asp Thr Ser Phe Asn Asn He Tyr Gly He Ala Val Ala Met Phe He 

195 200 205 

Val Val Leu Asp Leu Leu Leu Val He Leu Ser Tyr He Phe He Leu 

210 215 220 

Gin Ala Val Leu Leu Leu Ala Ser Gin Glu Ala Arg Tyr Lys Ala Phe 
225 230 235 240 

Gly Thr Cys Val Ser His He Gly Ala He Leu Ala Phe Tyr Thr Thr 

245 250 255 

Val Val He Ser Ser Val Met His Arg Val Ala Arg His Ala Ala Pro 

260 265 270 

His Val His He Leu Leu Ala Asn Phe Tyr Leu Leu Phe Pro Pro Met 

275 280 285 

Val Asn Pro He He Tyr Gly Val Lys Thr Lys Gin He Arg Glu Ser 

290 295 300 

He Leu Gly Val Phe Pro Arg Lys Asp Met 
305 310 
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<210> 1521 
<211> 313 
<212> PRT 

<213> Unknown (H38g438 protein) 
<220> 

<223> Synthetic construct 
<400> 1521 

Met Ser Ala Ser Ser lie Thr Ser Thr His Pro Thr Ser Phe Leu Leu 

15 10 15 

Met Gly He Pro Gly Leu Glu His Leu His He Trp lie Ser He Pro 

20 25 30 

Phe Ser Ala Tyr Thr Leu Ala Leu Leu Gly Asn Cys Thr Leu Leu Leu 

35 40 45 

He He Gin Ala Asp Ala Ala Leu His Glu Pro He Tyr Leu Phe Leu 

50 55 60 

Ala Met Leu Ala Ala He Asp Leu Val Leu Ser Ser Ser Ala Leu Pro 
65 70 75 80 

Lys Met Leu Ala He Phe Trp Phe Arg Asp Arg Glu He Asn Phe Phe 

85 90 95 

Ala Cys Leu Val Gin Met Phe Phe Leu His Ser Phe Ser He Met Glu 

100 105 110 

Ser Ala Val Leu Leu Ala Met Ala Phe Asp Arg Tyr Val Ala He Cys 

115 120 125 

Lys Pro Leu His Tyr Thr Thr Val Leu Thr Gly Ser Leu He Thr Lys 

130 135 140 

He Gly Met Ala Ala Val Ala Arg Ala Val Thr Leu Met Thr Pro Leu 
145 150 155 160 

Pro Phe Leu Leu Arg Cys Phe His Tyr Cys Arg Gly Pro Val He Ala 

165 170 • 175 

Arg Cys Tyr Cys Glu His Met Ala Val Val Arg Leu Ala Cys Gly Asn 

180 185 190 

Thr Ser Phe Asn Asn He Tyr Gly He Ala Val Ala Met Phe He Gly 

195 200 205 

Val Leu Asp Leu Phe Phe He He Leu Ser Tyr He Phe He Leu Gin 

210 215 220 

Ala Val Leu Gin Leu Ser Ser Gin Glu Ala Arg Tyr Lys Ala Phe Gly 
225 230 235 240 

Thr Cys Val Ser His He Gly Ala He Leu Ala Phe Tyr Thr Pro Ser 

245 250 255 

Val He Ser Ser Val Met His Arg Val Ala Arg Cys Ala Ala Pro His 

260 265 270 

Val His He Leu Leu Ala Asn Phe Tyr Leu Leu Phe Pro Pro Met Val 

275 280 285 

Asn Pro He He Tyr Gly Val Lys Thr Lys Gin He Arg Glu Ser Val 

290 295 300 

Leu Gly Val Phe Pro Arg Lys Asp Val 
305 310 

<210> 1522 
<211> 318 
<212> PRT 

<213> Unknown (H38g439 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1) . . . (318) 
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<223> Xaa = Any Amino Acid 
<400> 1522 

Met Thr Thr His Asn Ser Thr Gly Ser Ser His Ser Leu Phe lie Leu 

15 10 15 

Leu Ser lie Pro Gly Leu Glu Asp Gin His Thr Trp Met Ser Leu Pro 

20 25 30 

Phe Phe lie Ser Tyr Leu Val Ala Phe Leu Gly Asn Ser Leu lie lie 

35 40 45 

Phe lie lie lie Thr Glu Cys Ser Leu His Glu Pro Met Tyr Leu Phe 

50 55 60 

Leu Cys Met Leu Ala Val Ala Asp Leu lie Leu Ser Thr Thr Thr Val 
65 70 75 80 

Pro Lys Ala Leu Ala lie Phe Trp Phe Tyr Ala Gly Ala lie Ser Leu 

85 90 95 

Gly Gly Cys Val Thr Gin lie Phe Phe lie His Ala Thr Phe lie Glu 

100 105 110 

Glu Ser Gly lie Leu Leu Ala Met Ala Leu Asp Arg Tyr Val Ala lie 

115 120 125 

Cys Asp Pro Leu His Tyr Thr Thr Val Leu Ser Arg Ala Lys lie Thr 

130 135 140 

Lys He Gly Leu Ala Val Val Leu Arg Ser Phe Cys Val He Met Pro 
145 150 155 160 

Asp Val Phe Leu Val Lys Arg Leu Pro Phe Cys His Ser Asn Leu Leu 

165 170 175 

Pro His Thr Tyr Cys Glu His Met Ala Val Ala Lys Phe Ala Cys Ala 

180 185 190 

Asp He His Val Asn Val Trp Tyr Gly Leu Ser Val Leu Leu Tyr Thr 

195 200 205 

Val Val Leu Asp Ala Leu Leu He Leu Val Ser Xaa Ser Phe He Leu 

210 215 220 

Tyr Thr Gly Phe His Leu Pro Ser Pro Gly Ala Arg Gin Lys Ala Leu 
225 230 235 240 

Gly Thr Cys Gly Ser His Leu Arg Val He Ser Met Phe Tyr Leu Pro 

245 250 255 

Gly He Phe Thr He He Thr Gin Arg Phe Gly His His Val Pro Leu 

260 265 270 

His Thr His He Leu Leu Gly Asn Val Trp Val Leu Ala Pro Pro Met 

275 280 285 

Leu Asn Pro He He Tyr Gly He Asn Thr Arg Gin He Gin Glu Cys 

290 295 300 

Val Leu Ser Leu Leu Ser Ser Gin Arg Lys Xaa Cys Xaa He 
305 310 315 

<210> 1523 
<211> 313 
<212> PRT 

<213> Unknown (H38g440 protein) 
<220> 

<223> Synthetic construct 
<400> 1523 

Met Asn Trp Val Asn Asp Ser He He Gin Glu Phe He Leu Leu Gly 

1 5 10 15 

Phe Ser Asp Arg Pro Trp Leu Glu Phe Pro Leu Leu Val Val Phe Leu 

20 25 30 

He Ser Tyr Thr Val Thr He Phe Gly Asn Leu Thr He He Leu Val 

35 40 45 

Ser Arg Leu Asp Thr Lys Leu His Thr Pro Met Tyr Phe Phe Leu Thr 
50 55 60 



796 



BNSDOCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT/USOO/27582 



*i Oil ucu 


Ser 


Leu 


Leu 


Asp 


Leu 


Cys 


Tyr 


Thr 


Thr 


Cys 


Thr 


Val 


Pro 


Gin 










70 










75 










80 


ntr L Lieu 


Val 


Asn 


Leu 


Cys 


Ser 


He 


Arg 


Lys 


Val 


He 


Ser 


Tyr 


Arg 


Gly 








85 










90 










95 




CV<5 Va 1 
V-jro VOX 


Ala 


Gin 


Leu 


Phe 


lie 


Phe 


Leu 


Ala 


Leu 


Gly 


Ala 


Thr 


Glu 


Tyr 




100 










105 










110 






JJCU UCU 


Leu 


Ala 


Val 


Met 


Ser 


Phe 


Asp 


Arg 


Phe 


Val 


Ala 


He 


Cys 


Arg 




115 










120 










125 








Pro Lou 


His 


J; 


Ser 


Val 


lie 


Met 


His 


Gin 


Arg 


Leu 


Cys 


Leu 


Gin 


Leu 


130 










135 










140 










Ala Ala 


Ala 


Ser 


Tro 


Val 


Thr 


Gly 


Phe 


Ser 


Asn 


Ser 


Val 


Trp 


Leu 


Ser 


JL*±^J 








150 










155 










160 


Thr Leu 


Thr 


Leu 


Gin 


Leu 


Pro 


Leu 


Cys 


Asp 


Pro 


Tyr 


Val 


He 


Asp 


His 








165 










170 










175 




Phe Leu 




Glu 


Val 


Pro 


Ala 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Val 


Glu 


Thr 






180 










185 










190 








Asn 


V3XU 


Ala 


Glu 


Leu 


Phe 


Leu 


Val 


Ser 


Glu 


Leu 


Phe 


His 


Leu 




1 Q 1 ^ 

-L -/ -J 










200 










205 










Leu 


Thr 


Leu 


lie 


Leu 


He 


Ser 


Tvr 


Ala 


Phe 


He 


Val 


Arg 


Ala 


91 ft 










215 










220 










\7a"l T .^n 




lie 


Gin 


Ser 


Ala 


Glu 


Glv 


Ara 


Gin 


Lys 


Ala 


Phe 


Gly 


Thr 


4* O 






230 










235 










240 




Ser 


His 


Leu 


lie 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Ser 


Thr 


Ala 


Val 






245 










250 










255 




Ser Val 


Tyr 


Leu 


Gin 


Pro 


Pro 


Ser 


Pro 


Ser 


Ser 


Lys 


Asp 


Gin 


Gly 


Lys 




260 










265 










270 






Met Val 


Ser 


Leu 


Phe 


Tvr 


Glv 


He 


He 


Ala 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 




275 










280 










285 








lie Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Glu 


Gly 


Phe 


Lys 


Arg 


Leu 


290 










295 










300 










Val Ala 


Arg 


Val 


Phe 


Leu 


lie 


Lys 


Lvs 
















305 








310 






















<210> 1524 




























<211> 333 




























<212> PRT 




























<213> Unknown (H38g441 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (333) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1524 




























Met Glu 


Lys 


Ser 


Asn 


Val 


Ser 


Ser 


Val 


Tyr 


Gly 


Phe 


He 


Leu 


Val 


Gly 


1 




5 










10 










15 




Phe Ser 


Asp 


Arg 


Pro 


Lys 


Leu 


Glu 


Met 


Val 


Leu 


Phe 


Thr 


Val 


Asn 


Phe 






20 










25 










30 






lie Leu 


Tyr 


Ser 


Val 


Ala 


Val 


Leu 


Gly 


Asn 


Ser 


Thr 


He 


He 


Leu 


Val 




35 










40 










45 








Cys lie 


Leu 


Asp 


Ser 


Gin 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ala 


50 










55 










60 










Asn Leu 


Ser 


Phe 


Leu 


Asp 


Leu 


Cys 


Phe 


Ser 


Thr 


Ser 


Cys 


He 


Pro 


Gin 


65 








70 










75 










80 


Met Leu 


Val 


Asn 


Leu 


Trp 


Gly 


Pro 


Asp 


Lys 


Thr 


He 


Ser 


Cys 


Ala 


Gly 








85 










90 










95 




Cys Val 


Val 


Gin 


Leu 


Phe 


Ser 


Phe 


Leu 


Ser 


Val 


Arg 


Gly 


He 


Glu 


Cys 




100 










105 










110 






lie Leu 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


Ser 


Tyr 


Ala 


Ala 


Val 


Cys 


Lys 
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115 120 125 

Pro Leu Arg Tyr Leu Val He Met His Leu Gin Leu Cys Leu Gly Leu 

130 135 140 

Met Ala Ala Ala Trp Gly Ser Gly Leu Val Asn Ala Val Val Met Ser 
145 150 155 160 

Pro Leu Thr Met Thr Leu Ser Arg Ser Gly Arg Arg Arg Val Asn His 

165 170 175 

Phe Leu Cys Glu Met Pro Ala Leu He Lys Met Ala Cys Leu Asp Val 

180 185 190 

Arg Ala Val Glu Met Leu Ala Phe Ala Phe Ala Val Leu He Val Leu 

195 200 205 

Leu Pro Leu Thr Leu He Leu Val Ser Tyr Gly Tyr He Ala Ala Ala 

210 215 220 

Val Leu Ser He Lys Ser Ala Ala Arg Gin Trp Lys Ala Phe His Thr 
225 230 235 240 

Cys Ser Ser His Leu Thr Val Val Ser Leu Phe Tyr Gly Ser He He 

245 250 255 

Tyr Met Tyr Met Gin Pro Gly Asn Ser Ser Ser Gin Asp Gin Gly Lys 

260 265 270 

Phe Leu Thr Leu Phe Tyr Asn Leu Val Thr Pro Met Leu Asn Leu Leu 

275 280 285 

He Tyr Thr Leu Arg Asn Lys Glu Val Lys Gly Ala Leu Lys Lys Val 

290 295 300 

Leu Gly Arg Gin Xaa Xaa Thr Gly Glu He Xaa Xaa Val Val Lys Ser 
305 310 315 320 

Xaa Ala Lys Tyr Leu Phe Gin Tyr Thr Phe He Leu Cys 
325 330 



<210> 1525 
<211> 317 
<212> PRT 

<213> Unknown <H38g442 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(317) 

<223> Xaa = Any Amino Acid 



<400> 1525 



Gin 


Val Val His 


Thr 


Gly 


Phe 


Ser 


Pro 


Xaa 


Leu 


Tyr 


Val 


Phe 


Thr 


Leu 


1 




5 










10 










15 




Leu 


Gly Asn Gly 
20 


Ser 


He 


Leu 


Gly 


Leu 
25 


He 


Trp 


Leu 


Asp 


Ser 
30 


Arg 


Leu 


His 


Thr Pro Met 
35 


Tyr 


Phe 


Phe 


Leu 
40 


Ser 


His 


Leu 


Ala 


He 
45 


He 


Asp 


He 


Ser 


Tyr Ala Ser 


Asn 


Asn 


Val 


Pro 


Lys 


Met 


Leu 


Thr 


Asn 


Leu Gly 


Leu 




50 






55 










60 










Asn 


Lys Arg Lys 


Thr 


He 


Ser 


Phe 


Val 


Pro 


Cys 


Thr 


Met 


Gin 


Thr 


Phe 


65 






70 










75 










80 


Leu 


Tyr Met Ala 


Phe 
85 


Ala 


His 


Thr 


Glu 


Cys 
90 


Leu 


He 


Leu 


Val 


Met 
95 


Met 


Ser 


Tyr Asp Arg 
100 


Tyr 


Met 


Ala 


Val 


Cys 
105 


His 


Pro 


Leu 


Gin 


Tyr 
110 


Ser 


Val 


He 


Met Arg Trp Gly 


Val 


Cys 


Thr 


Val 


Leu 


Ala 


Val 


Thr 


Ser 


Trp 


Ala 




115 








120 










125 








Cys 


Gly Ser Leu 
130 


Leu 


Ala 


Leu 
135 


Val 


His 


Val 


Val 


Leu 
140 


He 


Leu 


Arg 


Leu 


Pro 


Phe Cys Gly 


Pro 


His 


Glu 


He 


Asn 


His 


Phe 


Phe 


Cys 


Glu 


He 


Leu 


145 






150 










155 










160 
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Ser Val 


Leu 


Lys 


Leu Ala Cys 


Ala 


Asp 


Thr 


Trp 


Leu 


Asn 


Gin 


Val 


Val 








165 






170 










175 




He Phe 


Ala 


Ser 


Ser Val Phe 


He 


Leu 


Val 


Gly Ala 


Leu 


Cys 


Leu 


Val 






180 






185 










190 






Leu Val 


Ser 


Tyr 


Ser Arg He 


Leu 


Ala 


Ala 


He 


Leu 


Arg 


Asn 


Gin 


Ser 




195 






200 










205 








Gly Glu 


Gly Arg Arg Lys Gly 


Phe 


Ser 


Thr 


Cys 


Tyr 


Ser 


His 


Leu 


Cys 


210 






215 










220 










Met Val 


Gly Leu 


Phe Phe Gly 


Ser 


Ala 


He 


Val 


Thr 


Tyr 


Met 


Ala 


Pro 


225 






230 








235 










240 


Lys Ser 


Arg 


His 


Pro Glu Glu 


Gin 


Gin 


Lys 


Val 


Leu 


Ser 


Leu 


Phe 


Tyr 








245 






250 










255 




Ser Leu 


Phe 


Asn 


Pro Met Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 






260 






265 










270 






Ala Glu 


Val 


Lys 


Gly Ala Leu 


Arg 


Ser 


Ala 


Leu 


Arg 


Lys 


Glu 


Arg 


Leu 




275 






280 










285 








Thr Xaa 


Asp 


He 


Ser Lys Gly 


Thr 


Met 


Gly 


Arg 


Glu 


Pro 


Cys 


Ser 


Leu 


290 






295 










300 










Gin Asn 


He 


Glu 


Val Gly Phe 


Phe 


Phe 


Cys 


Leu 


Leu 


Leu 








305 






310 








315 












<210> 1526 
























<211> 239 
























<212> PRT 
























<213> Unknown (H38g443 protein) 


















<220> 


























<223> Synthetic 


construct 




















<221> VARIANT 






















<222> (1) . . 


. (239) 




















<223> Xaa = 


Any 


Amino Acid 




















<400> 1526 
























Gin Met 


Leu 


Thr 


Asp Trp Trp 


Gly 


Pro 


Asn 


Arg 


Thr 


Thr 


Ser 


Tyr 


Val 


1 






5 






10 




* 






15 




Asn Cys 


Thr 


He 


Gin Phe Leu 


Val 


Ser 


Leu 


Xaa 


Cys 


Met 


Cys 


His 


Tyr 






20 






25 










30 






He He 


Ser 


Tyr Asn Tyr Phe 


He 


He 


He 


Cys 


His 


Pro 


Leu 


Xaa 


Tyr 




35 






40 










45 








Leu Leu 


He 


Met 


Asn Leu Tyr 


Leu 


Leu 


Leu 


Asn 


Leu 


Thr 


Leu 


Met 


Thr 


50 






55 










60 










Trp Ser 


Asp Asn 


Ser Phe He 


Phe 


Val 


He 


Met 


Tyr 


Thr 


Leu 


He 


Leu 


65 






70 








75 










80 


Lys Phe 


Pro 


Ser 


Met Lys Lys 


Lys 


Asn 


Leu 


Gin 


Asp 


Asn 


Ser 


Leu 


His 








85 






90 










95 




Val Leu 


Leu 


Ala 


Met Leu Lys 


Thr 


Val 


Phe 


Leu 


Asp 


Ala 


Thr 


He 


Glu 






100 






105 










110 






Glu Met 


Ser 


Val 


Phe Val Leu 


Asn 


Asn 


Val 


Asn 


Val 


Leu 


He 


Cys 


Leu 




115 






120 










125 








He Ser 


Asn 


Phe 


Thr Cys Tyr 


Gly 


Tyr 


He 


Ala 


Gly Ala 


Leu 


Arg 


Met 


130 






135 










140 










Asn Thr 


Ser 


Asn 


Xaa He Arg 


Ser 


Lys 


Leu 


Arg 


Asn Gin Tyr 


His 


His 


145 






150 








155 










160 


His His 


His 


Arg 


Cys His Phe 


He 


He 


Asp 


Ser 


He 


Phe 


Tyr 


Gly 


He 








165 






170 










175 




He Val 


Xaa 


Met 


Leu Leu Gin 


Asp 


Gly Asn Asn 


Ser 


Ser 


Gin 


Asp 


Gin 






180 






185 










190 






Glu Arg 


Phe 


Phe 


He Leu Phe 


Tyr 


Thr 


He 


Leu 


Thr 


Pro 


Ser 


Leu 


Lys 




195 






200 










205 








Leu Leu 


Val 


Tyr 


Leu Leu Arg 


Asn 


Lys 


Asp 


He 


Lys 


Asp 


He 


Ser 


Arg 



799 



BNSDOC1D: <WO 01271 58A2J_> 



WO 01/27158 



PCT7US00/27582 



210 215 220 

Arg He Leu Arg Phe Gly Arg Glu Ser Ser Lys Met Lys Gly Asn 
225 230 235 

<210> 1527 
<211> 255 
<212> PRT 

<213> Unknown (H38g444 protein) 
<220> 

<223> Synthetic construct 
<400> 1527 

Met Tyr Phe Leu Leu Ser Gin Leu Ser Leu He Asp Leu Asn Tyr He 

15 10 15 

Ser Thr He Val Pro Lys Met Ala Ser Asp Phe Leu His Gly Asn Lys 

20 25 30 

Ser He Ser Phe Thr Gly Cys Gly He His Ser Phe Phe Phe Thr Thr 

35 40 45 

Leu Ala Val Val Glu Ala Leu Leu Leu He Ser Met Ala Tyr Val Arg 

50 55 60 

Cys He Ala He Cys Phe Pro Leu His Tyr Leu Met Arg Met Ser Lys 
65 70 75 80 

Arg Val Cys Val Leu Met lie Thr Gly Ser Trp He He Gly Ser He 

85 90 95 

Asn Ala Cys Ala His Thr Val Tyr He Leu His He Pro Tyr Cys Pro 

100 105 110 

Ser Arg Val He Asn His Phe Phe Cys Asp Val Pro Ala Met Val Thr 

115 120 125 

Leu Ala Cys Met Asp Thr Trp Val Tyr Glu Gly Thr Val Leu Leu Ser 

130 135 140 

Ala Thr He Phe Leu Val Phe Pro Phe He Ala He Ser Cys Ser Tyr 
145 150 155 160 

Gly Arg Val Leu Leu Ala Val Tyr His Met Lys Ser Ala Glu Gly Lys 

165 170 175 

Lys Lys Ala Tyr Leu Thr Cys Ser Thr His Leu Thr Val Val Thr Phe 

180 185 190 

Tyr Tyr Ala Pro Phe Ala Tyr Thr Tyr Leu Arg Pro Arg Ser Leu Arg 

195 200 205 

Ser Pro Thr Glu Asp Lys Val Leu Ala Val Phe Tyr Thr He Leu Thr 

210 215 220 

Pro Met Leu Asn Pro He He Tyr Ser Leu Arg Asn Lys Glu Val Met 
225 230 235 240 

Gly Ala Leu Thr Arg Val He Gin Lys He Phe Ser Val Lys He 
245 250 255 

<210> 1528 
<211> 320 
<212> PRT 

<213> Unknown (H38g445 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 

<400> 1528 

Leu Ser Xaa Pro Thr Arg Ala Ala Gin Lys Gin Phe He Leu Leu Gly 
15 10 15 
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Phe 


Ser 


Gly 


Arg 


Pro 


Arg 


Leu 


Glu 


His 


Val Leu 


Phe 


Val 


Phe 


Val 


Leu 








20 










25 








30 






He 


Phe 


Tyr 


Leu 


Val 


Thr 


Leu 


Val 


Gly 


Asn He 


He 


He 


He 


Leu 


He 






35 










40 








45 








Ser 


His 


Leu Asp 


Pro 


Cys 


Leu 


His 


Met 


Pro Met 


Tyr 


Phe 


Phe 


Leu 


Thr 




50 










55 








60 










Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


Leu 


Cys 


Phe 


Thr Thr 


Ser 


Ser 


He 


Pro 


Gin 


65 










70 








75 










80 


Leu 


Leu 


Phe 


Asn 


Leu 


Gly 


Ser 


Pro 


Gly Lys Thr 


He 


Ser 


His 


Thr 


Gly 










85 










90 








95 




Cys 


Ala 


He 


Gin 


Leu 


Phe 


Met 


Phe 


Leu 


Gly Leu 


Gly 


Gly 


Thr 


Glu 


Cys 








100 










105 








110 






He 


Leu 


Leu 


Ala 


Ala 


Val 


Ala 


Tyr 


Asp Arg Phe 


He 


Ala 


He 


Cys 


Lys 






115 










120 








125 








Pro 


Leu 


His 


Tyr 


Ser 


Val 


He 


Met 


His 


Pro Gin 


Leu 


Cys 


Trp 


Lys 


Leu 




130 










135 








140 










Val 


Ser 


Val 


Ala 


Arg 


Gly 


Cys 


Trp 


Thr 


Pro Gin 


Phe 


Ser 


Ser 


Tyr 


Val 


145 










150 








155 










160 


Ser 


Trp 


Thr 


Met 


Lys 


Leu 


Pro 


Arg 


Cys 


Gly Arg 


Cys 


Lys 


Leu 


Lys 


His 










165 










170 








175 




Phe 


Leu 


Cys 


Glu 


Met 


Pro 


Ala 


Leu 


He 


Lys He 


Thr 


Cys 


Val 


Asp 


Thr 








180 










185 








190 






Val 


Ala 


Met 


Glu 


Ser 


Thr 


Val 


Phe 


Thr 


Leu Ser 


Val 


Val 


He 


Val 


Leu 






195 










200 








205 








Met 


Pro 


Leu 


Cys 


Leu 


He 


Leu 


He 


Ser 


Tyr Ser 


Tyr 


He 


Ala 


Leu 


Ala 




210 










215 








220 










Val 


Leu 


Arg 


He 


Lys 


Ser 


Ala 


Ala 


Gly Arg Arg 


Lys 


Ala 


Phe 


Asn 


Met 


225 










230 








235 










240 


Cys 


Gly 


Ser 


His 


Leu 


Thr 


Val 


Val 


Ser 


Leu Phe 


Tyr 


Gly 


Asn 


He 


He 










245 










250 








255 




Tyr 


Met 


Tyr 


Met 


Gin 


Pro 


Xaa 


Asn 


Asn 


Ser Ser 


Gin 


Asp 


Gin 


Gly 


Lys 








260 










265 








270 






Phe 


Leu 


Thr 


Leu 


Phe 


Tyr 


Asn 


Leu 


Met 


Thr Pro 


Met 


Leu 


Asn 


Pro 


Val 






275 










280 








285 








He 


Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Asp 


Val 


Lys Gly 


Ala 


Leu 


Lys 


Arg 


Leu 




290 










295 








300 










Val 


Ser 


Arg 


Lys 


His 


Ser 


Asp 


Ser 


Asp 


Cys Ser 


Xaa 


Asp 


Cys 


Phe 


Phe 


305 










310 








315 










320 



<210> 1529 
<211> 126 
<212> PRT 

<213> Unknown (H3 8g446 protein) 
<220> 

<223> Synthetic construct 



<400> 1529 



Met 


Glu 


Asn 


Tyr 


Asn 


Gin 


Thr 


Ser 


Thr 


Ala 


Phe 


He 


Leu 


Leu 


Gly 


Leu 


1 








5 










10 










15 




Ser 


Pro 


Pro 


Pro 


Lys 


He 


Gly 


His 


Phe 


He 


Phe 


He 


Leu 


He 


Asn 


Phe 








20 










25 










30 






Val 


Phe 


Leu 


Met 


Ala 


Leu 


He 


Gly 


Asn 


Leu 


Ser 


Met 


He 


Leu 


Leu 


He 






35 










40 










45 








Phe 


Leu 


Asp 


He 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ser 


Gin 




50 










55 










60 










Leu 


Ser 


Leu 


He 


Asp 


Leu 


Asn 


Tyr 


He 


Ser 


Thr 


He 


Val 


Pro 


Lys 


Met 


65 










70 










75 










80 


Val 


Tyr 


Asp 


Phe 


Ser 


Cys 


His 


Gly 


Asn 


Lys 


Ser 


He 


Ser 


Phe 


Thr 


Gly 










85 










90 










95 




Cys 


Gly 


He 


Gin 


Ser 


Phe 


Phe 


Phe 


Leu 


Thr 


Leu 


Ala 


Gly 


Ala 


Glu 


Ala 
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100 105 110 

Leu Leu Leu Thr Ser Met Ala Tyr Asp Arg Tyr Val Ala lie 
115 120 125 

<210> 1530 
<211> 326 
<212> PRT 

<213> Unknown (H3 8g447 protein) 
<220> 

<223> Synthetic construct 
<400> 1530 

Met Glu Arg Ala Asn Asp Ser Thr Phe Ser Gly Phe lie Leu Leu Gly 

15 10 15 

Phe Ser Asn Arg Pro Gin Leu Glu Thr Ala Leu Phe Val Val lie Leu 

20 25 30 

He He Tyr Phe Leu Ser Phe Leu Gly Asn Gly Thr He He Leu Leu 

35 40 45 

Ser He Val Asp Pro Arg Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ser Phe Met Asp Leu Cys Leu Thr Thr Cys Thr Val Pro Gin 
65 70 75 80 

Thr Leu Val Asn Phe Lys Gly Lys Asp Lys Thr He Thr Tyr Gly Gly 

85 90 95 

Cys Val Thr Gin Leu Phe He Ala Leu Gly Leu Gly Gly Ser Glu Cys 

100 105 HO 

Val Leu Leu Ser Ala Met Ala Tyr Asp Arg Tyr Ala Ala Val Cys Arg 

115 120 125 

Pro Leu His Tyr Met Val Ser Met His Pro Gin Leu Cys Leu Gin Leu 

130 135 140 

Val Val Thr Thr Trp Leu Thr Gly Phe Gly Asn Ser Val He Gin Thr 
145 150 155 160 

Ala Leu Thr Met Thr Leu Pro Leu Cys Asp Lys Asn Gin Val Asp His 

165 170 175 

Phe Phe Cys Glu Val Pro Val Met Leu Lys Leu Ser Cys Thr Asn Thr 

180 185 190 

Ser He Asn Glu Ala Glu He Phe Ala Val Ser Val Phe Phe Leu Val 

195 200 205 

Val Pro Leu Ser Leu He Leu Ala Ser Tyr Gly His He Thr His Ala 

210 215 220 

Val Leu Lys He Lys Ser Ala Gin Gly Arg Gin Lys Ala Phe Gly Thr 
225 230 235 240 

Cys Gly Ser His Leu Leu Val Val He He Phe Phe Gly Thr Leu He 

245 250 255 

Ser Met Tyr Leu Gin Pro Pro Ser Ser Tyr Ser Gin Asp Val Asn Lys 

260 265 270 

Ser He Ala Leu Phe Tyr Thr Leu Val Thr Pro Leu Leu Asn Pro Leu 

275 280 285 

He Tyr Thr Leu Arg Asn Lys Glu Val Lys Gly Ala Thr Lys Lys Thr 

290 295 300 

Ser Gly Glu Asp His Arg Cys Met Arg Lys Leu Thr Gin Gly Leu Gin 
305 310 315 320 

Phe Gin Thr Phe Val His 
325 

<210> 1531 
<211> 312 
<212> PRT 

<213> Unknown (H38g448 protein) 
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<220> 

<223> Synthetic construct 
<400> 1531 

Met Glu Asn Tyr Asn Gin Thr Ser Thr Asp Phe lie Leu Leu Gly Leu 

15 10 15 

Phe Pro Pro Ser lie lie Asp Leu Phe Phe Phe lie Leu lie Val Phe 

20 25 30 

lie Phe Leu Met Ala Leu lie Gly Asn Leu Ser Met lie Leu Leu lie 

35 40 45 

Phe Leu Asp Thr His Leu His Thr Pro Met Tyr Phe Leu Leu Ser Gin 

50 55 60 

Leu Ser Leu lie Asp Leu Asn Tyr lie Ser Thr lie Val Pro Lys Met 
65 70 75 80 

Ala Ser Asp Phe Leu His Gly Asn Lys Ser lie Ser Phe Thr Gly Cys 

85 90 95 

Gly lie Gin Ser Phe Phe Phe Leu Ala Leu Gly Gly Ala Glu Ala Leu 

100 105 110 

Leu Leu Ala Ser Met Ala Tyr Asp Arg Tyr He Ala He Cys Phe Pro 

115 120 125 

Leu His Tyr Leu He Arg Met Ser Lys Arg Val Cys Val Leu Met He 

130 135 140 

Thr Gly Ser Trp He He Gly Ser He Asn Ala Cys Ala His Thr Val 
145 150 155 160 

Tyr Val Leu His He Pro Tyr Cys Arg Ser Arg Ala He Asn His Phe 

165 170 175 

Phe Cys Asp Val Pro Ala Met Val Thr Leu Ala Cys Met Asp Thr Trp 

180 185 190 

Val Tyr Glu Gly Thr Val Phe Leu Ser Ala Thr He Phe Leu Val Phe 

195 200 205 

Pro Phe He Gly He Ser Cys Ser Tyr Gly Gin Val Leu Phe Ala Val 

210 215 220 

Tyr His Met Lys Ser Ala Glu Gly Arg Lys Lys Ala Tyr Leu Thr Cys 
225 230 235 240 

Ser Thr His Leu Thr Val Val Thr Phe Tyr Tyr Ala Pro Phe Val Tyr 

245 250 255 

Thr Tyr Leu Arg Pro Arg Ser Leu Arg Ser Pro Thr Glu Asp Lys Val 

260 265 270 

Leu Ala Val Phe Tyr Thr He Leu Thr Pro Met Leu Asn Pro He He 

275 280 285 

Tyr Ser Leu Arg Asn Lys Glu Val Met Gly Ala Leu Thr Arg Val Ser 

290 295 300 

Gin Arg He Cys Ser Val Lys Met 
305 310 

<210> 1532 
<211> 312 
<212> PRT 

<213> Unknown (H38g449 protein) 
<220> 

<223> Synthetic construct 
<400> 1532 

Met Pro Asn Ser Thr Thr Val Met Glu Phe Leu Leu Met Arg Phe Ser 

15 10 15 

Asp Val Trp Thr Leu Gin He Leu His Ser Ala Ser Phe Phe Met Leu 

20 25 30 

Tyr Leu Val Thr Leu Met Gly Asn He Leu He Val Thr Val Thr Thr 

35 40 45 

Cys Asp Ser Ser Leu His Met Pro Met Tyr Phe Phe Leu Arg Asn Leu 
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50 



55 



60 



Ser lie Leu Asp Ala Cys Tyr He Ser Val Thr Val Pro Thr Ser Cys 
65 70 75 80 

Val Asn Ser Leu Leu Asp Ser Thr Thr He Ser Lys Ala Gly Cys Val 

85 90 95 

Ala Gin Val Phe Leu Val Val Phe Phe Val Tyr Val Glu Leu Leu Phe 

100 105 110 

Leu Thr He Met Ala His Asp Arg Tyr Val Ala Val Cys Gin Pro Leu 

115 120 125 

His Tyr Pro Val He Val Asn Ser Arg He Cys He Gin Met Thr Leu 

130 135 140 

Ala Ser Leu Leu Ser Gly Leu Val Tyr Ala Gly Met His Thr Gly Ser 
145 150 155 160 

Thr Phe Gin Leu Pro Phe Cys Arg Ser Asn Val He His Gin Phe Phe 

165 170 175 

Cys Asp He Pro Ser Leu Leu Lys Leu Ser Cys Ser Asp Thr Phe Ser 

180 185 190 

Asn Glu Val Met He Val Val Ser Ala Leu Gly Val Gly Gly Gly Cys 

195 200 205 

Phe He Phe He He Arg Ser Tyr He His He Phe Ser Thr Val Leu 

210 215 220 

Gly Phe Pro Arg Gly Ala Asp Arg Thr Lys Ala Phe Ser Thr Cys He 
225 230 235 240 

Pro His He Leu Val Val Ser Val Phe Leu Ser Ser Cys Ser Ser Val 

245 250 255 

Tyr Leu Arg Pro Pro Ala He Pro Ala Ala Thr Gin Asp Leu He Leu 

260 265 270 

Ser Gly Phe Tyr Ser He Met Pro Pro Leu Phe Asn Pro He He Tyr 

275 280 285 

Ser Leu Arg Asn Lys Gin He Lys Val Ala He Lys Lys He Met Lys 

290 295 300 

Arg He Phe Tyr Ser Glu Asn Val 
305 310 

<210> 1533 
<211> 311 
<212> PRT 

<213> Unknown (H38g450 protein) 



<400> 1533 




























Arg 


Asn Ala 


Pro 


Leu 


Glu 


Lys 


Tyr 


Asn 


Gin 


Thr 


Ser 


Thr Asp 


Phe 


He 


1 






5 










10 










15 




Leu 


Leu Gly 


He 
20 


Phe 


Pro 


Pro 


Ser 


Arg 
25 


He 


Gly 


Phe 


Leu 


Leu 
30 


Phe 


lie 


Leu 


Leu Val 


Leu 


He 


Leu 


Leu 


Leu 


Ala 


Leu 


He 


Gly Asn Gin 


Ser 


Val 




35 










40 










45 








He 


Leu Leu 
50 


He 


Phe 


Leu 


Asp 
55 


Thr 


His 


Leu 


His 


Thr 
60 


Pro 


He 


Tyr 


Phe 


Leu 


Leu Ser 


Arg 


Leu 


Tyr 


Leu 


He 


Asp 


Leu 


Asn 


Tyr 


He 


Ser 


Thr 


He 


65 








70 










75 










80 


Val 


Pro Lys 


Met 


Phe 


Ser 


Asp 


Phe 


Leu 


Phe 


Gly Asn 


Lys 


Ser 


He 


Ser 








85 










90 










95 




Phe 


He Gly 


Cys 


Gly 


He 


Gin 


Ser 


Phe 


Phe 


Phe 


Val 


Thr 


Leu 


Ala 


Gly 






100 










105 










110 




Ala 


Glu Met 
115 


Leu 


Pro 


Leu 


Thr 


Ser 
120 


Met 


Ala 


Cys 


Asp 


His 
125 


Tyr 


Val 


Ala 


Val 


Cys Phe 


Pro 


Leu 


His 


Tyr 


Pro 


He 


His 


Met 


Ser 


Lys 


He 


Val 


Cys 




130 








135 










140 









<220> 
<223> 



Synthetic construct 
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Leu 


Met 


He 


He 


Gly 


Ser 


Trp 


He 


Met 


Gly 


Ser 


He 


Asp 


Thr 


Cys 


Ala 


145 










150 










155 










160 


His 


He 


Ser 


Tyr 


Met 
165 


Pro 


His 


He 


Pro 


Val 
170 


Cys 


Ser 


Ala 


Arg 


Ala 
175 


Cys 


Asp 


Val 


Pro 


Ala 
180 


Met 


Val 


Thr 


Leu 


Ala 
185 


Phe 


Val 


Asp 


Thr 


Trp 
190 


Val 


Tyr 


Glu 


Cys 


Thr 
195 


Val 


Phe 


Leu 


Ser 


Thr 
200 


Thr 


Leu 


Phe 


Leu 


Met 
205 


Phe 


Thr 


Phe 


He 


Gly 


He 


Ala 


Cys 


Ser 


Tyr 


Gly Glu Val 


Leu 


Leu 


Thr 


Val 


Tyr 


His 




210 










215 










220 










He 


Lys 


Ser 


Ala 


Glu 


Gly 


Arg 


Lys 


Lys 


Ala 


Tyr 


Ser 


Thr 


Cys 


Ser 


Thr 


225 










230 










235 










240 


His 


Leu 


Thr 


Val 


Val 
245 


He 


He 


Tyr 


Tyr 


Ala 
250 


Met 


Phe 


Ala 


Tyr 


Thr 

255 


Tyr 


Leu 


Tyr 


Pro 


Arg 
260 


Tyr 


Leu 


Gin 


Ser 


Pro 
265 


Thr 


Glu 


Asp 


Lys 


Val 
270 


Leu 


Ala 


Val 


Phe 


Tyr 
275 


Thr 


He 


Leu 


Thr 


Ser 
280 


Met 


Leu 


Asn 


Pro 


He 
285 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Glu 


Val 


Met 


Gly Ala 


Leu 


Thr 


Arg 


Val 


Ser 


Gin 


Arg 




290 










295 










300 










He 


Phe 


Pro 


Val 


Lys 


Met 


Lys 





















305 310 



<210> 1534 
<211> 192 
<212> PRT 

<213> Unknown (H3 8g451 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (192) 

<223> Xaa = Any Amino Acid 



<400> 1534 



Arg 


His 


Thr 


Glu 


Pro 


Arg 


Asn 


Leu 


Thr 


Gly Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


1 








5 










10 










15 




Leu 


Gly Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Ala 


Leu 


Leu 








20 










25 










30 






Ser 


Leu 


Ser 
35 


Leu 


Ser 


Leu 


Ser 


Leu 
40 


Tyr 


Leu 


Val 


Met 


Val 
45 


Leu 


Arg 


Asn 


Leu 


Leu 
50 


Ser 


He 


Leu 


Ala 


Val 
55 


Ser 


Ser 


Asp 


Ser 


Pro 
60 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Gly 


Phe 


Thr 


65 










70 










75 










80 


Ser 


Ala 


Thr 


Val 


Pro 
85 


Lys 


Val 


Thr 


Val 


Asp 
90 


Met 


Gin 


Ser 


His 


Ser 
95 


Arg 


Val 


He 


Ser 


His 
100 


Ala 


Gly 


Cys 


Leu 


Thr 
105 


Gin 


Met 


Ser 


Phe 


Leu 
110 


Val 


Leu 


Phe 


Ala 


Cys 
115 


He 


Glu 


Cys 


Met 


Leu 
120 


Leu 


Thr 


Val 


Met 


Ala 
125 


Tyr 


Asp 


Gly 


Phe 


Val 
130 


Ala 


He 


Cys 


Leu 


Pro 
135 


Leu 


His 


Tyr 


Pro 


Val 
140 


He 


Met 


Asn 


Pro 


His 


Leu 


Cys 


Val 


Phe 


Phe 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


145 










150 










155 










160 


Asp 


Ser 


Gin 


Leu 


His 
165 


Gly 


Trp 


He 


Val 


Xaa 
170 


Gin 


Phe 


Thr 


He 


Met 
175 


Lys 


Asn 


Val 


Glu 


He 
180 


Ser 


His 


Phe 


Val 


Ser 
185 


Asp 


Pro 


Ser 


Gin 


Leu 
190 


Leu 


Asn 
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<210> 1535 
<211> 317 
<212> PRT 

<213> Unknown (H38g452 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (317) 

<223> Xaa = Any Amino Acid 



<400> 1535 



Met 


Asp 


Ara 


Ara 


Asn 


Gin 


Thr 


Cys 


He 


Tyr 


Glu 


Phe 


Leu 


Leu 


Met 


Glv 


1 








5 










10 










15 




Phe 


Ser 


Glu 


His 


Gin 


Glu 


Gin 


Gin 


Ala 


Leu 


Leu 


Phe 


Glv 


Leu 


Phe 


Leu 








20 










25 










30 






Val 


Met 


TVr 
* Jr *• 


Leu 


Val 


Thr 


Val 


Leu 


Glu 


Asn 


Leu 


Leu 


He 


He 


Leu 


Ala 






35 










40 










45 








lie 


Glv 


Ser 


Asp 


Leu 


His 


Leu 


His 


Thr 


Pro 


Met 


TVr 

* Jr 


Leu 


Phe 


Leu 


Ser 




50 










55 










60 










Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


He 


Glv 


Phe 


He 


Ser 


Thr 


He 


He 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


A en 


His 


He 


Ser 


Cor 


Gly 


He 


Lys 


Leu 


He 




*y* 


Glv 


Glu 










85 










90 










95 




£> 


Leu 


Thr 


Gin 


Leu 


Tyr 


Phe 


Ser 


Gly Leu 


Phe 


Ala 


Asp 


Leu 


Asp 


Asn 








100 










105 










110 






Asn 


Phe 


Leu 


Leu 


Ala 


Val 


Met 


Ala 


Leu 


Asp 


Arg 




Val 


Ala 


He 


Ser 






115 










120 










125 








His 


Pro 


Leu 


His 


Tyr Ala 


Leu 


Thr 


Met 


Asn 


Ser 


Gin 


At* a 




Val 


Leu 




130 










135 










140 










Leu 


Val 


Ala 


Val 


Ser 


Trp 


Val 


He 


Thr 


He 


Leu 


His 


Ala 


Leu 


Val 


His 


145 










150 










155 










160 


Thr 


Leu 


Leu 


Val 


Thr 


Arg 


Leu 


Ser 


Phe 


Cys 


Gly 


Pro 


Asn 


He 


He 


Pro 










165 










170 










175 




His 


Phe 


Phe 


Cys 


Asp 


Leu 


Val 


Pro 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 


Ser 








180 










185 










190 






Thr 


Cys 


Val 


Asn Asp 


Leu 


Val 


Leu 


He 


Leu 


Val 


Ala 


Gly 


Thr 


Leu 


Leu 






195 










200 










205 








lie 


Ala 


Pro 


Phe 


Val 


Cys 


He 


Leu 


Met 


Ser 


Tyr 


Phe 


Tyr 


He 


Ala 


Leu 




210 










215 










220 










Ala 


He 


Leu 


Arg 


He Asp 


Ser 


Pro 


Arg Gly 


Lys 


Gin 


Arg 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Ser 


Cys 


Thr 


Ser 


His 


Leu 


Ser 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Ser 


Thr 


Ala 










245 










250 










255 




He 


Gly 


Val 


Tyr 


Leu 


Cys 


Pro 


Pro 


Ser 


Ser 


His 


Ser 


Asp 


Gly 


Lys 


Asp 








260 










265 










270 






Arg 


Val 


Phe 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 






275 










280 










285 








Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


Met 


Lys 


Gly 


Ala 


Leu 


Gly 


Lys 




290 










295 










300 










Leu 


Leu 


Gly 


He 


Lys 


Thr 


Ser 


Xaa 


His 


Pro 


Tyr 


Ser 


Arg 









305 310 315 



<210> 1536 
<211> 252 
<212> PRT 

<213> Unknown (H3 8g453 protein) 
<220> 

<223> Synthetic construct 
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<221> VARIANT 

<222> (1) . . . (252) 

<223> Xaa = Any Amino Acid 



<400> 1536 



His 


Leu 


Xaa 


Trp 


Cys 


Val 


Phe 


Arg 


Tyr 


Leu 


Gly 


He 


Val 


Val 


Glu 


He 


1 








5 










10 










15 




His 


He 


Val 


Phe 


Xaa 


Thr 


Phe 


Arg 


Cys 


Arg 


Ser 


Leu 


Val 


Ala 


Gly Tyr 








20 










25 










30 






Val 


Leu 


Xaa 
35 


Thr 


Phe 


Val 


Ala 


He 
40 


His 


Leu 


Arg 


Arg 


Asn 
45 


Ala 


Ala 


Phe 


Ser 


He 


Glu 


Phe 


Leu 


Cys 


Tyr 


Lys 


Xaa 


Arg 


Met 


Gin Asp 


He 


Asn 


Xaa 




50 










55 










60 










Thr 


Lys 


Xaa 


Gly 


Lys 


He 


Leu 


Tyr 


Ser 


Leu 


Arg 


Glu 


Phe 


Lys 


Arg 


Leu 


65 










70 










75 
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<210> 1537 
<211> 313 
<212> PRT 

<213> Unknown (H3 8g454 protein) 
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<223> Synthetic construct 
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<210> 1538 
<211> 309 
<212> PRT 

<213> Unknown (H38g455 protein) 
<220> 

<223> Synthetic construct 
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<210> 1539 
<211> 313 
<212> PRT 

<213> Unknown (H38g456 protein) 
<220> 

<223> Synthetic construct 



<400> 1539 
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275 280 285 

Ser Leu Arg Asn Asn Asp Met Lys Cys Ala Leu lie Arg Leu Leu Gin 

290 295 300 

Lys Thr Tyr Gly Gin Glu Ala Tyr Phe 
305 310 

<210> 1540 
<211> 324 
<212> PRT 

<213> Unknown (H38g457 protein) 
<220> 

<223> Synthetic construct 
<400> 1540 

Met Ala Val Gly Arg Asn Asn Thr lie Val Thr Lys Phe He Leu Leu 

15 10 15 

Gly Leu Ser Asp His Pro Gin Met Lys He Phe Leu Phe Met Leu Phe 

20 25 30 

Leu Gly Leu Tyr Leu Leu Thr Leu Ala Trp Asn Leu Ser Leu He Ala 

35 40 45 

Leu lie Lys Met Asp Ser His Leu His Met Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Phe Leu Asp He Cys Tyr Val Ser Ser Thr Ala Pro 
65 70 75 80 

Lys Met Leu Ser Asp He He Thr Glu Gin Lys Thr He Ser Phe Val 
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Gly Cys Ala Thr Gin Tyr Phe Val Phe Cys Gly Met Gly Leu Thr Glu 
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Cys Phe Leu Leu Ala Ala Met Ala Tyr Asp Arg Tyr Ala Ala He Cys 
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Asn Pro Leu Leu Tyr Thr Val Leu He Ser His Thr Leu Cys Leu Lys 
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Met Val Val Gly Ala Tyr Val Gly Gly Phe Leu Ser Ser Phe He Glu 
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Thr Tyr Ser Val Tyr Gin His Asp Phe Cys Gly Pro Tyr Met He Asn 
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His Phe Phe Cys Asp Leu Pro Pro Val Leu Ala Leu Ser Cys Ser Asp 
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Thr Phe Thr Ser Glu Val Val Thr Phe He Val Ser Val Val Val Gly 
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lie Val Ser Val Leu Val Val Leu He Ser Tyr Gly Tyr He Val Ala 
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Ala Val Val Lys He Ser Ser Ala Thr Gly Arg Thr Lys Ala Phe Ser 
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Phe Phe Met Tyr Met Arg Pro Ser Ser Ser Tyr Ser Leu Asn Arg Asp 
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He He Tyr Ser Phe Arg Asn Lys Glu He Lys Asn Ala Met Arg Lys 
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<210> 1541 
<211> 314 
<212> PRT 



810 



BNSDOCID: <WO_0127158A2_I_> 



WO 01/27158 PCT/USOO/27582 

<213> Unknown (H3 8g458 protein) 
<220> 

<223> Synthetic construct 
<400> 1541 
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<210> 1542 
<211> 307 
<212> PRT 

<213> Unknown (H3 8g459 protein) 
<220> 

<223> Synthetic construct 
<400> 1542 
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<210> 1544 
<211> 329 
<212> PRT 

<213> Unknown (H3 8g461 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (329) 

<223> Xaa = Any Amino Acid 
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<210> 1545 

<211> 349 

<212> PRT 

<213> Unknown (H38g462 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(349) 

<223> Xaa = Any Amino Acid 



<400> 1545 

Met Glu Gin Ser Asn Tyr Ser Val Tyr Ala Asp Phe He Leu Leu Gly 

15 10 15 

Leu Phe Ser Lys Pro Val Ser Pro Gly Phe Phe Ala Leu He Leu Leu 

20 25 30 

Val Phe Val Thr Ser He Ala Ser Asn Val Val Lys He He Leu He 

35 40 45 

His He Asp Ser Arg Leu His Thr Pro Met Tyr Phe Leu Leu Ser Gin 

50 55 60 

Leu Ser Leu Arg Asp He Leu Tyr He Ser Thr He Val Pro Lys Met 
65 70 75 80 

Leu Val Asp Gin Val Met Ser Gin Arg Ala He Ser Phe Ala Gly Cys 

85 90 95 

Thr Ala Gin His Phe Leu Tyr Leu Thr Leu Ala Gly Ala Glu Phe Phe 

100 105 110 

Leu Leu Gly Leu Met Ser Cys Asp Arg Tyr Val Ala He Cys Asn Pro 

115 120 125 

Leu His Tyr Pro Asp Leu Met Ser Arg Lys He Cys Trp Leu He Val 

130 135 140 

Ala Ala Ala Trp Leu Gly Gly Ser He Asn Gly Phe Leu Leu Thr Pro^ 
145 150 155 160 

Val Thr Thr Gin Phe Pro Phe Cys Ala Ser Arg Glu He Asn His Phe 

165 170 175 

Phe Cys Glu Val Pro Ala Leu Leu Lys Leu Ser Cys Thr Asp Thr Ser 

180 185 190 

Ala Tyr Glu Thr Ala Met Tyr Val Cys Cys He Met Met Leu Leu He 

195 200 205 

Pro Phe Ser Val He Ser Gly Ser Tyr Thr Arg He Leu He Thr Val 

210 215 220 

Tyr Arg Met Ser Glu Ala Glu Gly Arg Arg Lys Ala Val Ala Thr Cys 
225 230 235 240 

Ser Ser His Met Val Val Val Ser Leu Phe Tyr Gly Ala Ala Met Tyr 

245 250 255 

Thr Tyr Val Leu Pro His Ser Tyr His Thr Pro Glu Gin Asp Lys Ala 
260 265 270 
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<210> 1547 
<211> 280 
<212> PRT 

<213> Unknown (H38g464 protein) 
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<223> Synthetic construct 
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<210> 1548 
<211> 303 
<212> PRT 

<213> Unknown (H38g465 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(303) 

<223> Xaa = Any Amino Acid 
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<210> 1549 
<211> 309 
<212> PRT 

<213> Unknown (H3 8g466 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(309) 

<223> Xaa = Any Amino Acid 
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<210> 1555 
<211> 316 
<212> PRT 

<213> Unknown (H38g472 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (316) 

<223> Xaa = Any Amino Acid 



<400> 1555 

He Ser Met Phe Ser Cys Asn Thr Ser Thr Ser Gly Gin Ser Thr Phe 

15 10 15 

Leu Leu Thr Gly Phe Pro Gly Leu Glu Ala Ser His His Trp Val Ser 

20 25 30 

He Pro He Asn Leu Phe Cys Val Val Ser He Leu Gly Asn Asn He 

35 40 45 

lie Leu Phe Leu He His Thr Asp Pro Ala Leu His Glu Pro Met Tyr 

50 55 60 

He Phe Leu Ser Met Leu Ala Ala Ser Asp Leu Gly Leu Cys Ala Ser 
65 70 75 80 

Thr Phe Pro Thr Met Val Arg Leu Phe Trp Leu Gly Ala Arg Glu Leu 

85 90 95 

Pro Phe Asp Leu Cys Ala Ala Gin Met Phe Phe He His Thr Phe Thr 

100 105 110 

Tyr Val Glu Ser Gly Val Leu Leu Ala Met Ala Phe Asp Arg Phe He 

115 120 125 

Ala lie Arg Asp Pro Leu His Tyr Ala He lie He Thr Cys Ser Val 

130 135 140 

Thr Ala Glu Val Gly Thr Ala He Leu Val Arg Ala Val Leu Leu Asn 
145 150 155 160 

Leu Pro Gly Pro He Leu Leu Gin Gin Leu Leu Phe Pro Lys He Ser 

165 170 175 

Ala Leu Cys His Cys Tyr Cys Leu His Cys Asp Leu Val Gly Leu Ala 

180 185 190 

Cys Ser Asp Thr Gin He Asn Ser Leu Val Gly Leu Val Ser He Leu 

195 200 205 

Phe Ser Leu Cys Leu Asp Ser Phe Leu He Met Leu Ser Tyr Ala Leu 

210 215 220 

He Leu Xaa Thr Val Leu Gly He Ala Ser Pro Gly Glu Arg Leu Lys 
225 230 235 240 

Ala Leu Asn Thr Cys Val Ser His Leu Cys He Val Leu He Phe Tyr 
245 250 255 
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Leu Pro He He Gly Leu Ser Val 
260 

Tyr Pro Ala Leu Ala Val Leu Met 
275 280 
Pro Phe Met Asn Pro He Val Tyr 

290 295 
Gin Ser Leu Leu Lys His Phe Gin 
305 310 



Leu His Arg Val Lys Lys His Asp 
265 270 
Ala Asn Leu His Phe Leu Val Pro 
285 

Cys He Lys Ser Arg Gin He Arg 
300 

Gin Lys Arg He 
315 



<210> 1556 
<211> 320 
<212> PRT 

<213> Unknown (H3 8g473 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1556 
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Thr 
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Pro 


Trp 
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Leu 


Thr 


Gly Val 
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Glu 
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Leu 


Leu 
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Leu 
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Glu 
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Leu 


Gin 


Pro 


Val 


Leu 
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Leu 


Ser 
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Leu 


Val 


Met 


Val 


Leu 
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Leu 


He 


He 


Leu 
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Val 


Ser 
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Leu 
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Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 
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60 










Ser 


Asn 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Gly 


Phe 


Thr 


Ser 


Ala 


Met 


Val 


Pro 
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70 
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Lys 


Met 


He 


Val 


Asp 


Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 


Tyr 


Ala 
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90 
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Gly 


Cys 


Leu 


Thr 


Arg 


Met 


Ser 


Phe 


Leu 


Val 


Leu 


Phe 


Ala 


Cys 


He 


Glu 








100 










105 










110 






Asp 


Met 


Leu 


Leu 


Thr 


Ala 


Met 


Ala 


Tyr 


Asp 


Cys 


Phe 


Val 


Ala 


He 


Cys 






115 










120 










125 








Arg 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Ser 


Val 


Phe 




130 










135 










140 










Leu 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


His 


145 










150 










155 










160 


Ser 


Xaa 


He 


Val 


Leu 


Gin 


Phe 


Thr 


Phe 


Phe 


Lys 


Asn 


Val 


Glu 


He 


Ser 










165 










170 










175 




Asn 


Phe 


Val 


Cys 


Glu 


Pro 


Ser 


Gin 


Leu 


Leu 


Asn 


Leu 


Ala 


Cys 


Ser 


Asp 








180 










185 










190 






Ser 


Val 


He 


Asn 


Ser 


He 


Phe 


Leu 


Tyr 


Phe 


Asp 


Ser 


Thr 


Met 


Phe 


Gly 






195 










200 










205 








Phe 


Leu 


Pro 


He 


Ser 


Arg 


He 


Leu 


Leu 


Ser 


Tyr 


Tyr 


Lys 


He 


Val 


Pro 




210 










215 










220 










Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp Gly 


Lys 


Tyr 


Lys 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Leu 


Phe Tyr 


Gly Thr Gly 










245 










250 










255 




He 


Gly Val 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 


Pro 


Arg 


Ser 


Gly 








260 










265 










270 






Val 


Val 


Ala 


Ser 


Val 


Met 


Tyr 


Ala 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 






275 










280 










285 








Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Gin 


Ser 


Ala 


Leu 


Trp 


Arg 




290 










295 
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Leu 


Arg 


Ser 


Arg 


Thr 


Val 


Glu 


Ser 


His 


Asp 


Leu 


Phe 


His 


Pro 


Phe 


Ser 
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305 310 315 320 

<210> 1557 
<211> 329 
<212> PRT 

<213> Unknown (H38g474 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (329) 

<223> Xaa = Any Amino Acid 



<400> 1557 
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He 


Pro Gly 
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Ala 
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He 
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Leu 
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Val 
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Asn 
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Val 
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Leu 
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Glu 


Pro 


Val 


Leu 
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Gin 
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Met 


Tyr 


Leu 


Phe 
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Leu 


Cys 


Met 


Leu 


Ser 


Thr 


He 


Asp 


Leu 


Val 


Leu 


Cys 


Thr 


Ser 


Thr 


Val 


65 
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Pro 


Lys 


Leu 


Leu 


Ala 


Leu 


Phe 


Trp 


Ala 


Lys 


Asp 


Ala 


Glu 


He 


Asn 


Phe 
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90 
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Gly 


Ala 


Cys 


Ala 


Ala 


Gin 


Met 


Phe 


Phe 


He 


His 


Gly 


Phe 


Ser 


Ala 


Val 








100 










105 










110 






Glu 


Ser 


Gly 


He 


Leu 


Leu 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Leu 


Ala 


He 






115 










120 










125 








Cys 


Trp 


Pro 


Leu 


His 


Tyr 


Gly 


Ser 


Leu 


Leu 


Ser 


Pro 


Glu 


Ser 


Val 


Gly 




130 










135 










140 










Lys 


Leu 


Gly Ala Ala Ala Val 


Leu 


Arg 


Gly 


Leu 


Gly 


Leu 


Met 


Thr 


Pro 


145 










150 










155 










160 


Leu 


Thr 


Cys 


Leu 


Leu 


Ala 


Arg 


Leu 


Ser 


Tyr 


Cys 


Ser 


Arg 


Val 


Val 


Ala 










165 










170 










175 




His 


Ser 


Tyr 


Cys 


Glu 


His 


Met 


Ala 


Val 


Val 


Lys 


Leu 


Ala 


Cys 


Gly 


Gly 








180 










185 










190 






Thr 


Gin 


Pro 


Asn 


Asn 


He 


Tyr 


Gly 


He 


Thr 


Ala 


Ala 


Thr 


Leu 


Val 


Val 






195 










200 










205 








Gly 


Thr 


Asp 


Ser 


He 


Cys 


He 


Ala 


Val 


Ser 


Tyr 


Ala 


Leu 


He 


Leu 


Arg 




210 










215 










220 










Ala 


Val 


Leu 


Gly Leu 


Ser 


Ser 


Lys 


Glu 


Ala 


Arg 


Ala 


Lys 


Thr 


Phe 


Gly 


225 










230 










235 










240 


Thr 


Cys 


Gly 


Ser 


His 


Leu Gly 


Val 


He 


Leu 


Leu 


Phe 


Tyr 


Thr 


Pro 


Gly 










245 










250 










255 




Leu 


Phe 


Ser 


Phe 


Tyr 


Thr 


Gin 


Arg 


Phe 


Gly 


Gin 


His 


Val 


Pro 


Arg 


His 








260 










265 










270 






He 


His 


He 


Leu 


Leu 


Ala 


Asp 


Leu 


Tyr 


Leu 


Val 


Val 


Pro 


Pro 


Met 


Leu 






275 










280 










285 








Asn 


Pro 


He 


He 


Tyr 


Gly Met 


Lys 


Thr 


Lys 


Gin 


He 


Trp 


Asp 


Gly 


Ala 




290 










295 










300 










Leu 


Arg 


Leu 


Leu 


Lys 


Trp Gly 


Pro 


Ala 


Gin 


Ser 


Xaa 


Ser 


Leu 


Gin 


Pro 


305 










310 










315 










320 


His 


Pro 


Glu 


Thr 


Phe 


He 


Phe 


Phe 


Ala 
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<210> 1558 
<211> 330 
<212> PRT 
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<213> Unknown (H38g475 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(330) 

<223> Xaa = Any Amino Acid 



<400> 1558 
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Arg 
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Leu 
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Val 
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Leu 


Ser 
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Glu 


Leu 


Gin 


Pro 


Val 


Leu Gly Gly Val 


Ser 
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Met 


Tyr 


Gly 
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Thr 
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He 


Arg Asn 
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Leu 


He 


He 


Leu 
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Gly Val 
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Leu 
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Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 




50 










55 










60 










Ser 


Asn 


Val 


Trp 


Trp 


Ala 


Asp 


He 


Ser 


Phe 


Thr 


Ser 


Ala 


Gly Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


Thr 


Val 


Asp 


Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Tyr 


Tyr 


Ala 










85 










90 










95 




Gly Cys 


Met 


Thr 


Arg 


Met 


Ser 


Phe 


Phe 


Val 


Leu 


Leu 


Ala 


Cys 


lie 


Glu 








100 










105 










110 






Asp 


Met 


Leu 


Val 


Cys 


Val 


Met 


Ala 


Xaa 


Glu 


Cys 


Phe 


Val 


Ala 


Met 


Cys 






115 










120 










125 








Arg 


Pro 


Val 


Gin 


Tyr 


Thr 


Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Cys 


Val 


Phe 




130 










135 










140 










Arg 


Val 


Gly 


Val 


Ser 


Phe 


Leu 


Gin 


Ser 


Val 


Leu 


Tyr 


Ser 


Gin 


Val 


His 


145- 










150 










155 










160 


Arg 


Xaa 


Ser 


Val 


Ser 


Gin 


Phe 


Thr 


Phe 


Phe 


Lys 


Asn 


Val 


Glu 


He 


Ser 










165 










170 










175 




His 


Phe 


Val 


Cys 


Glu 


Pro 


Ser 


Gin 


Phe 


Leu 


His 


Phe 


Ala 


Cys 


Cys 


Asp 








180 










185 










190 






Ser 


Phe 


He 


Lys 


Ser 


He 


Phe 


Met 


Tyr 


Phe Asp 


Ser 


Asn 


Met 


Phe Gly 






195 










200 










205 








Phe 


Leu 


Pro 


He 


Thr 


Gly 


He 


Phe 


Leu 


Ser 


Xaa 


Tyr 


Lys 


Ser 


Val 


Pro 




210 










215 










220 










Ser 


He 


He 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Gly Lys 


Tyr 


Lys 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Gly Ser 


His 


Val 


Ala 


Val 


Val 


Cys 


Leu 


Leu 


Tyr Gly Thr 


Gly 










245 










250 










255 




lie Gly Val 


Tyr 


Met 


Thr 


Ser 


Gly Val 


Ala 


Pro 


Pro 


Pro 


Ser Asn Gly 








260 










265 










270 






Val 


Val 


Ala 


Ser 


Val 


Lys 


Tyr 


Ala 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Thr 


Pro 






275 










280 










285 








Phe 


He 


Tyr 


Ser 


Val 


Arg 


Asn 


Arg 


Asp 


He 


Gin 


Ser 


Pro 


Leu 


Trp 


Ser 




290 










295 










300 










Val 


Cys 


Ser 


Ser 


Thr 


Val 


Lys 


Ser 


Phe 


Asp Val 


Ser 


His 


Leu 


Phe 


Cys 


305 










310 










315 










320 


Val 


Trp 


Val 


Arg 


Lys 


Gly 


Thr 


His 


He 


Lys 















325 330 



<210> 1559 
<211> 170 
<212> PRT 

<213> Unknown (H38g476 protein) 
<220> 

<223> Synthetic construct 
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<221> VARIANT 

<222> (I)*.. (170) 

<223> Xaa = Any Amino Acid 



<400> 1559 



His 


Thr 


Gin 


Pro Arg 


Gly 


Leu 


Thr 


Arg 


Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 
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Gly 


Leu 


Ser 


Gin 
20 


Asp 


Pro 


Gin 


Leu 


Gin 
25 


Pro 


Val 


Leu 


Ser 


Gly 
30 


Leu 


Ser 


Leu 


Cys 


Met 


Cys 


Leu 


Gly 


Thr 


Gin 


Leu 


Gly Asn 


Leu 


Leu 


He 


He 


Leu 
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Gly Val 


Ser 


Ser 


Asp 


Ser 
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Leu 
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Thr 


Pro 


Met 


Tyr 


Ser 


Phe 


Leu 
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Ser 


Asn 


Leu 


Ser Gly 


Ala 


Asp 


He 


Ser 


Phe 


Thr 


Ser 


Thr 


Thr 


Gly 


Pro 
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Lys 


Leu 


He 


Val 


Asp 


He 


His 


Ser 


Tyr 


Thr Arg Asp 


He 


Ser 


Tyr 


Ala 










85 










90 










95 




Arg 


Cys 


Leu 


Thr 


His 


Thr 


Pro 


Leu 


Phe 


Ala 


He 


Phe Gly Gly Val 


Glu 
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110 






Arg 


Asp 


Met 
115 


Leu 


Leu 


Arg 


Val 


Met 
120 


Gly 


Tyr 


Asp 


Arg 


Val 
125 


Val 


Asp 


He 


Cys 


Asp 
130 


Pro 


Leu 


Tyr 


His 


Ser 
135 


His 


Ala 


Met 


Asn 


Pro 
140 


Cys 


Val 


Cys 


Gly 


Ser 


Leu 


Asp 


Leu 


Trp 


Ser 


Leu 


Phe 


Phe 


Leu 


Thr 


Leu 


Leu 


Tyr 


Thr 


His 


145 










150 










155 










160 


Leu 


His 


Asn 


Ser 


lie 
165 


Ala 


Leu 


His 


Met 


Thr 
170 















<210> 1560 
<211> 322 
<212> PRT 

<213> Unknown (H38g477 protein) 
<220> 

<223> Synthetic construct 



<400> 1560 
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Asn 


Glu 


Thr 


Asn 
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Ser 


Trp 


Val 


Thr 


Glu 


Phe 


Val 
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Gin 
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Leu 


Phe 


Leu 


He 


Phe 
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20 
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Leu 


Tyr 


Leu 


Ala 


He 


Leu 


Leu 


Gly Asn 


Phe 


Leu 


He 


He 


Leu 


Thr 
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Val 


Thr 


Ser 
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Ser 


Arg 


Leu 
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Thr 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ala 




50 
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Asn 


Leu 


Ser 


Phe 


He 


Asp 


Val 


Cys 


Val 


Ala 


Ser 


Ser 


Ala 


Thr 


Pro 


Lys 
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Met 


He 


Ala 


Asp 


Phe 


Leu 


Val 


Glu 


His 


Lys 


Thr 


He 


Ser 


Phe 


Asp 


Ala 










85 










90 










95 




Arg 


Leu 


Ala 


Gin 


He 


Phe 


Phe 


Val 


His 


Leu 


Phe 


Thr 


Gly 


Ser 


Glu 


Met 








100 










105 










110 






Val 


Leu 


Leu 


Val 


Ser 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Lys 






115 










120 










125 








Pro 


Pro 


His 


Tyr 


Met 


Thr 


He 


Met 


Ser 


Cys 


Cys 


Val 


Cys 


Val 


Val 


Leu 




130 










135 










140 










Phe 


Leu 


He 


Ser 


Trp 


Phe 


Val 


Gly 


Phe 


He 


His 


Thr 


Thr 


Ser 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Thr 


Val 


Asn 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Lys 


Val 


Asp 


Ser 
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170 










175 




Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Leu 


Val 


Thr 


Lys 


Leu 


Ala 


Cys 


He 


Asp 


Thr 
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Tyr Val Val Ser Leu Leu lie Val Ala Asp Ser Gly Phe Leu Ser Leu 

195 200 205 

Ser Ser Phe Leu Leu Leu Val Val Ser Tyr Thr Val lie Leu Val Thr 

210 215 220 

Val Arg Asn Ser Ser Ser Val Ser Met Val Lys Ala Cys Ser Thr Leu 
225 230 235 240 

Thr Ala His lie Thr Val Val Thr Leu Phe Phe Gly Pro Cys lie Phe 

245 250 255 

lie Tyr Val Trp Pro Phe Ser Ser Tyr Ser Val Asp Lys Val Leu Ala 

260 265 270 

Val Phe Tyr Thr lie Phe Thr Ser lie Leu Asn Pro Val lie Tyr Met 

275 280 285 

Leu Arg Asn Lys Glu Val Lys Ala Ala Met Ser Lys Leu Lys Ser Arg 

290 295 300 

Tyr Gin Lys Leu Gly Gin Val Ser Val Val He Arg Asn Val Leu Phe 
305 310 315 320 

Leu Glu 



<210> 1561 
<211> 314 
<212> PRT 

<213> Unknown (H38g478 protein) 
<220> 

<223> Synthetic construct 



<400> 1561 
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Val 
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Leu 


Leu 


Ser 
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Ser 
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Asp 


Met 


Cys 


Leu 


Ser 


Ser 
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Ala 
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Lys 


Met 
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He 
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Ser 
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Phe 


Phe 


Leu 
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Leu 


Phe 


Asn 


Gly 


Thr 


Glu 


He 


Val 
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Leu 


Leu 


He 


Ser 


Met 


Ser 


Phe 


Asp 


Arg 


Tyr 


He 


Ala 


He 


Cys 


Lys 


Pro 
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120 
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Leu 


Arg 


Tyr 


Ser 


Thr 


He 


Met 


Ser 


Gin 


Arg 


Val 


Cys 


Val 


Glu 


Leu 


Val 
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135 
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Ser 


Cys 
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Thr 


Val 


Gly 


Phe 


Leu 


His 


Thr 


Met 


Ser 


Gin 


Leu 
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Val 


Phe 


Ala 
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Leu 


Pro 


Phe 


Cys 


Val 


Pro 


Asn 


Val 


Val 


Asp 


Ser 
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Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Leu 


Val 


He 


Gin 


Leu 


Ala 


Cys 


He 


Asp 


He 
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185 
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Tyr 


Val 


Leu 


Gly 


Thr 


Ser 


Met 


He 


Ser 


Thr 


Ser 


Gly 


Val 


Thr 


Ala 


Leu 
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200 










205 








Thr 


Ser 


Phe 


Leu 


Leu 


Leu 


Leu 


Thr 


Ser 


Tyr 


He 


He 


Val 


Leu 


Asn 


Thr 
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215 










220 










He 


Arg 


Asp 


Tyr 


Ser 


Ser 


Thr 


Gly 


Ser 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Thr 


Ala 


His 


Phe 


He 


Val 


Val 


Leu 


Met 


Phe 


Phe 


Gly 


Pro 


Cys 


He 


Phe 










245 










250 










255 




He 


Tyr 


Val 


Trp 


Pro 


Ser 


Thr 


Asn 


Phe 


Leu 


Val 


Asp 


Lys 


He 


Leu 


Ser 
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260 265 270 

Val Phe Tyr Thr lie Phe Thr Pro Phe Leu Asn Pro Leu lie Tyr Thr 

275 280 285 

Leu Arg Asn Gin Glu Val Lys Thr Ala Met Lys Lys Lys Leu Asn lie 

290 295 300 

Gin Tyr Phe Ser Leu Gly Lys Thr Ala Pro 
305 310 

<210> 1562 
<211> 198 
<212> PRT 

<213> Unknown (H38g479 protein) 



<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (198) 

<223> Xaa = Any Amino Acid 



<400> 1562 



Met 


Asn 


Pro 


Cys 


Leu 


Cys 


Gly 


Phe 


Arg 


Val 


Val 


Val 


Ser 


Phe 


Phe 


Phe 


1 








5 










10 










15 




His 


Ser 


Leu 


Leu 
20 


Gly 


Ala 


Gin 


Val 


His 
25 


Asn 


Leu 


Ser 


Ala 


Ser 
30 


Gin 


Met 


Thr 


Cys 


Phe 
35 


Glu 


Tyr 


Val 


Glu 


He 
40 


His 


Asn 


Phe 


Leu 


Trp 
45 


Ala 


Leu 


Ser 


Gin 


Leu 
50 


Pro 


His 


Arg 


Ala 


Trp 
55 


Cys 


Asp 


Thr 


Phe 


Pro 
60 


Asn 


Asn 


He 


He 


Val 


Tyr 


Phe 


Pro 


Ala 


Ala 


lie 


Phe 


Gly 


Phe 


Leu 


Pro 


He 


Ala 


Gly 


Thr 


65 










70 










75 










80 


Leu 


Phe 


Ser 


Xaa 


Tyr 


Glu 


Ser 


Val 


Ser 


Ser 


He 


Glu 


Arg Val 


Ser 


Ser 










85 










90 










95 




Xaa 


Gly 


Gly 


Glu 
100 


Tyr 


Lys 


Ala 


Phe 


Pro 
105 


Thr 


Cys 


Gly 


Ser 


His 
110 


Leu 


Ser 


Val 


Val 


Cys 


Xaa 


Leu 


Tyr 


Gly 


Thr 


Gly 


Val 


Gly Gly 


His 


Leu 


Ser 


Ser 






115 










120 










125 








Asp 


Val 
130 


Ser 


Ser 


Ser 


Pro 


Arg 
135 


Lys 


Ser 


Ala 


Val 


Ala 
140 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Met 


Arg 


Asn 


145 










150 










155 










160 


Arg 


Asp 


Thr 


Lys 


Ser 
165 


Val 


Leu 


Arg 


Arg 


Pro 
170 


His 


Gly 


Ser 


Thr 


Val 
175 


Xaa 


Phe 


Xaa 


Tyr 


Leu 
180 


Leu 


lie 


Cys 


Pro 


He 
185 


Pro 


Phe 


Val 


Val 


Trp 
190 


Val 


Lys 


Lys 


Gly 


Arg 


Lys 


Val 


Lys 























195 



<210> 1563 
<211> 314 
<212> PRT 

<213> Unknown (H38g480 protein) 
<220> 

<223> Synthetic construct 



<400> 1563 

Met Leu Gly Leu Asn Gly Thr Pro Phe Gin Pro Ala Thr Leu Gin Leu 

15 10 15 

Thr Gly He Pro Gly He Gin Thr Gly Leu Thr Trp Val Ala Leu He 
20 25 30 
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Phe Cys lie Leu Tyr Met lie Ser lie Val Gly Asn Leu Ser lie Leu 

35 40 45 

Thr Leu Val Phe Trp Glu Pro Ala Leu His Gin Pro Met Tyr Tyr Phe 

50 55 60 

Leu Ser Met Leu Ala Leu Asn Asp Leu Gly Val Ser Phe Ser Thr Leu 
65 70 75 80 

Pro Thr Val He Ser Thr Phe Cys Phe Asn Tyr Asn His Val Ala Phe 

85 90 95 

Asn Ala Cys Leu Val Gin Met Phe Phe He His Thr Phe Ser Phe Met 

100 105 110 

Glu Ser Gly He Leu Leu Ala Met Ser Leu Asp Arg Phe Val Ala He 

115 120 125 

Cys Tyr Pro Leu Arg Tyr Val Thr Val Leu Thr His Asn Arg He Leu 

130 135 140 

Ala Met Gly Leu Gly He Leu Thr Lys Ser Phe Thr Thr Leu Phe Pro 
145 150 155 160 

Phe Pro Phe Val Val Lys Arg Leu Pro Phe Cys Lys Gly Asn Val Leu 

165 170 175 

His His Ser Tyr Cys Leu His Pro Asp Leu Met Lys Val Ala Cys Gly 

180 185 190 

Asp He His Val Asn Asn He Tyr Gly Leu Leu Val He He Phe Thr 

195 200 205 

Tyr Gly Met Asp Ser Thr Phe He Leu Leu Ser Tyr Ala Leu He Leu 

210 215 220 

Arg Ala Met Leu Val He He Ser Gin Glu Gin Arg Leu Lys Ala Leu 
225 230 235 240 

Asn Thr Cys Met Ser His He Cys Ala Val Leu Ala Phe Tyr Val Pro 

245 250 255 

He He Ala Val Ser Met He His Arg Phe Trp Lys Ser Ala Pro Pro 

260 265 270 

Val Val His Val Met Met Ser Asn Val Tyr Leu Phe Val Pro Pro Met 

275 280 285 

Leu Asn Pro He He Tyr Ser Val Lys Thr Lys Glu He Arg Lys Gly 

290 295 300 

He Leu Lys Phe Phe His Lys Ser Gin Ala 
305 310 



<210> 1564 
<211> 312 
<212> PRT 

<213> Unknown (H38g481 protein) 
<220> 

<223> Synthetic construct 



<400> 1564 



Met 


Gly 


Leu 


Phe 


Asn 


Val 


Thr 


His 


Pro 


Ala 


Phe 


Phe 


Leu 


Leu 


Thr 


Gly 


1 








5 










10 










15 




He 


Pro 


Gly 


Leu 


Glu 


Ser 


Ser 


His 


Ser 


Trp 


Leu 


Ser Gly 


Pro 


Leu 


Cys 








20 










25 










30 






Val 


Met 


Tyr 


Ala 


Val 


Ala 


Leu 


Gly Gly Asn Thr Val 


He 


Leu 


Gin 


Ala 






35 










40 










45 








Val 


Arg 
50 


Val 


Glu 


Pro 


Ser 


Leu 
55 


His 


Glu 


Pro 


Met 


Tyr 
60 


Tyr 


Phe 


Leu 


Ser 


Met 


Leu 


Ser 


Phe 


Ser 


Asp 


Val 


Ala 


He 


Ser 


Met 


Ala 


Thr 


Leu 


Pro 


Thr 


65 










70 










75 










80 


Val 


Leu 


Arg 


Thr 


Phe 


Cys 


Leu 


Asn 


Ala 


Arg Asn 


lie 


Thr 


Phe 


Asp 


Ala 










85 










90 










95 




Cys 


Leu 


He 


Gin 
100 


Met 


Phe 


Leu 


He 


His 
105 


Phe 


Phe 


Ser 


Met 


Met 
110 


Glu 


Ser 


Gly 


He 


Leu 


Leu 


Ala 


Met 


Ser 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Asp 



829 



BNSDOCID: <WO_0127158A2_I_> 



WO 01/27158 



PCT/US00/27582 







lit; 

X X -> 










120 


Pro 


Leu 


Arg 


ryr 


Al fk 


± us. 


wax 


Xie u 




IjU 










1 IS 

J — > -J 






Leu 


v» j.y 


/\ xa 


A "1 a 
Ala 


Al Pt 


Arg 




















rTle 


Leu 


lie 


Lys 


Arg 


Leu 


OVA 

•t X \J 


lie 










1 

±o J 








Ser 


Tyr 


Cys 


Leu 


nib 


fx O 


Asp 


Mot- 
ile u 








i Aft 










Ser 


xxe 


Asn 




Tin 

xxe 


Tyr 




Leu 
















200 


net 


Asp 


Leu 




trim 


Tip 

lie 


it lit: 


Leu 














9 1 S 

Z X -J 




vai 




Alo 


1 Xli 




Ser 


Arg 


UlU 


9 *^ 
Z Z D 










9^ n 






Cys 


vai 


ber 


U-i cr 
MIS 


Tl o 

lie 


Leu 


/\xct 


Vol 










245 








Gly 


Val 


Ser 


Thr 


Val 


His 


Arg 


Phe 








260 










His 


Val 


Leu 


Met 


Ser 


Asn 


Val 


Tyr 






275 










280 


Pro 


Leu 


He 


Tyr 


Ser 


Ala 


Lys 


Thr 




290 










295 




Arg 


Met 


Phe 


His 


His 


He 


Lys 


He 



305 310 



125 



Thr 


Thr 


Glu 


Val 


He 


Ala 


Ala 


Met 








140 










Phe 


He 


Thr 


Leu 


Phe 


Pro 


Leu 


Pro 






155 










160 


Cvs 


Arg 


Ser 


Asn 


Val 


Leu 


Ser 


His 




170 










175 




Met 




Leu 


Ala 


Cys 


Ala 


Asp 


He 


185 










190 






Phe 


Val 


Leu 


Val 


Ser 


Thr 


Phe 


Gly 










205 








Ser 


Tyr 


Val 


Leu 


He 


Leu 


Arg 


Ser 








220 










Glu 


Arg 


Leu 


Lys 


Ala 


Leu 


Asn 


Thr 






235 










240 


Leu 


Ala 


Phe 


Tyr 


Val 


Pro 


Met 


He 




250 










255 




Gly Lys 


His 


Val 


Pro 


Cys 


Tyr 


He 


265 










270 






Leu 


Phe 


Val 


Pro 


Pro 


Val 


Leu 


Asn 










285 








Lys 


Glu 


He 


Arg 


Arg 


Ala 


He 


Phe 



300 



<210> 1565 
<211> 156 
<212> PRT 

<213> Unknown (H3 8g482 protein) 
<220> 

<223> Synthetic construct 



<400> 1565 

Met Glu Ser Asn Gin Thr Trp He Thr Glu Val He Leu Leu Gly Phe 

15 10 15 

Gin Val Asp Pro Ala Leu Glu Leu Phe Leu Phe Gly Phe Phe Leu Leu 

20 25 30 

Phe Tyr Ser Leu Thr Leu Met Gly Asn Gly He He Leu Gly Leu He 

35 40 45 

Tyr Leu Asp Ser Arg Leu His Thr Pro Met Tyr Val Phe Leu Ser His 

50 55 60 

Leu Ala He Val Asp Met Ser Tyr Ala Ser Ser Thr Val Pro Lys Met 
65 70 75 80 

Leu Ala Asn Leu Val Met His Lys Lys Val He Ser Phe Ala Pro Cys 

85 90 95 

He Leu Gin Thr Phe Leu Tyr Leu Ala Phe Ala He Thr Glu Cys Leu 

100 105 110 

He Leu Val Met Met Cys Tyr Asp Arg Tyr Val Ala He Cys His Pro 

115 120 125 

Leu Ala Tyr Thr Pro He He Met Asn Trp Arg Val Cys Thr Val Leu 

130 135 140 

Ala Ser Thr Cys Trp He Phe Ser Phe Leu Leu Ala 
145 150 155 



<210> 1566 
<211> 329 
<212> PRT 

<213> Unknown <H3 8g483 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(329) 

<223> Xaa = Any Amino Acid 



<400> 1566 



Met 


Glu 


Cys Asn 


Gin 


Thr 


Trp 


He 


Thr 


Asp 


He 


Thr 


Leu 


Leu 


Gly 


Phe 


1 








5 










10 










15 




Gin 


Val 


Gly 


Pro 


Ala 


Leu 


Ala 


He 


Leu 


He 


Tyr 


Glu 


Leu 


Phe 


Ser 


Val 








20 










25 










30 






Phe 


Tyr 


Thr 


Leu 


Thr 


Leu 


Leu 


Gly Asn Gly Val 


He 


Phe Gly 


He 


He 






35 










40 










45 








Cys 


Leu 


Asp 


Ser 


Lys 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


His 




50 










55 










60 










Leu 


Ala 


He 


He 


Asp 


Met 


Ser 


Tyr 


Ala 


Ser 


Asn 


Asn 


Val 


Pro 


Lys 


Met 


65 










70 










75 










80 


Leu 


Ala 


Asn 


Leu 


Met 


Asn 


Gin 


Lys 


Arg 


Thr 


He 


Ser 


Phe 


Val 


Pro 


Cys 










85 










90 










95 




He 


Met 


Gin 


Thr 


Phe 


Leu 


Tyr 


Leu 


Ala 


Phe 


Ala 


Val 


Thr 


Glu 


Cys 


Leu 








100 










105 










110 






He 


Leu 


Val 


Val 


Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


His 


Pro 






115 










120 










125 








Phe 


Gin 


Tyr 


Thr 


Val 


He 


Met 


Ser 


Trp 


Arg 


Val 


Cys 


Thr 


He 


Leu 


Val 




130 










135 










140 










Leu 


Thr 


Ser Trp 


Ser 


Cys 


Gly 


Phe 


Ala 


Leu 


Ser 


Leu 


Val 


His 


Glu 


He 


145 










150 










155 










160 


Leu 


Leu 


Leu Arg 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Arg 


Asp 


Val 


Asn 


His 


Leu 










165 










170 










175 




Phe 


Cys 


Glu 


He 


Leu 


Ser 


Val 


Leu 


Lys 


Leu 


Ala 


Cys 


Ala 


Asp 


Thr 


Trp 








180 










185 










190 






Val 


Asn 


Gin 


Val 


Val 


He 


Phe 


Ala 


Thr 


Cys 


Val 


Phe 


Val 


Leu 


Val 


Gly 






195 










200 










205 








Pro 


Leu 


Ser 


Leu 


He 


Leu 


Val 


Ser 


Tyr 


Met 


His 


He 


Leu 


Gly Ala 


He 




210 










215 










220 










Leu 


Lys 


He 


Gin 


Thr 


Lys 


Glu 


Gly Arg 


He 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ser 


Ser 


His 


Leu 


Cys 


Val 


Val 


Gly 


Leu 


Phe 


Phe 


Gly 


He 


Ala 


Met 


Val 










245 










250 










255 




Val 


Tyr 


Met 


Val 


Pro 


Asp 


Ser 


Asn 


Gin 


Arg 


Glu 


Glu 


Gin 


Glu 


Lys 


Met 








260 










265 










270 






Leu 


Ser 


Leu 


Phe 


His 


Ser 


Val 


Leu 


Asn 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 


He 






275 










280 










285 








Tyr 


Ser 


Leu 


Arg 


Asn 


Ala 


Gin 


Leu 


Lys 


Gly Ala 


Leu 


His 


Arg 


Ala 


Leu 




290 










295 










300 










Gin 


Arg 


Lys 


Arg 


Ser 


Met 


Arg 


Thr 


Val 


Tyr Gly 


Leu 


Cys 


Leu 


Xaa 


Asn 


305 










310 










315 










320 


Met 


Trp 


Phe 


Ala 


Glu 


Ala 


Arg 


He 


Leu 

















325 



<210> 1567 
<211> 313 
<212> PRT 

<213> Unknown (H3 8g484 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 
<222> (1)...{313) 
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<223> Xaa = Any Amino Acid 
<400> 1567 

Met Gly Val Asn Gin Ser Trp Ser Pro Glu Phe lie Leu Val Glu Ser 

15 10 15 

Gin Leu Ser Ala Glu Met Glu Val Leu Leu Phe Xaa lie Phe Ser Leu 

20 25 30 

Leu Tyr lie Phe Ser Leu Leu Ala Asn Gly Met lie Leu Gly Leu lie 

35 40 45 

Cys Leu Asp His lie Leu Pro Thr Pro Met Tyr Phe Phe Leu Ser His 

50 55 60 

Leu Ala He He Asp Met Ser Tyr Ala Ser Asn Asn Val Pro Lys Met 
65 70 75 80 

Leu Ala Asn Leu Met Asn Lys Lys Arg Thr He Ser Phe Leu Pro Cys 

85 90 95 

He Met Gin Thr Tyr Leu Tyr Phe Ser Phe Ala Ala Thr Glu Cys Leu 

100 105 110 

He Leu Val Val Met Ser Tyr Asp Arg Tyr Val Ala He Cys His Pro 

115 120 125 

Leu Gin Tyr Thr Val He Met Ser Trp Arg Val Cys Thr He Leu Ala 

130 135 140 

Leu Thr Ser Trp Ser Cys Gly Phe Ala Leu Ser Leu Val His Ala He 
145 150 155 160 

Leu Leu Leu Arg Leu Pro Phe Cys Gly Pro Arg Asp Val Asn His Leu 

165 170 175 

Phe Cys Glu He Leu Ser Val Leu Lys Leu Ala Cys Ser Asp Thr Trp 

180 185 190 

Val Asn Gin Val Val He Phe Ala Thr Cys Val Phe Val Leu Val Gly 

195 200 205 

Pro Leu Cys Leu Met Leu Val Ser Tyr Met His He Leu Leu Ala He 

210 215 220 

Leu Lys He Gin Thr Lys Glu Gly Arg He Lys Ala Phe Ser Thr Cys 
225 230 235 240 

Ser Ser His Leu Cys Val Val Gly Leu Phe Phe Gly He Ala Met Val 

245 250 255 

Val Tyr He Val Pro Asp Ser Asn Gin Arg Glu Glu Gin Glu Lys Met 

260 265 270 

Leu Ser Leu Phe His Ser Val Leu Asn Pro He Leu Asn Pro Leu He 

275 280 285 

Tyr Ser Leu Arg Asn Ala Gin Val Lys Gly Ala Leu His Arg Ala Leu 

290 295 300 

Gin Arg Thr Leu Ser Met Xaa Gly Val 
305 310 

<210> 1568 
<211> 334 
<212> PRT 

<213> Unknown (H3 8g485 protein) 
<220> 

<223> Synthetic construct 
<400> 1568 

Met Cys Tyr Leu Ser Gin Leu Cys Leu Ser Leu Gly Glu His Thr Leu 

1 5 10 15 

His Met Gly Met Val Arg His Thr Asn Glu Ser Asn Leu Ala Gly Phe 

20 25 30 

He Leu Leu Gly Phe Ser Asp Tyr Pro Gin Leu Gin Lys Val Leu Phe 

35 40 45 

Val Leu He Leu He Leu Tyr Leu Leu Thr He Leu Gly Asn Thr Thr 
50 55 60 
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lie 


He 


Leu 


Val 


Ser 


Arg 


Leu 


Glu 


Pro 


Lys 


Leu 


His 


Met 


Pro 


Met 


Tyr 


65 










70 










75 










80 


Phe 


Phe 


Leu 


Ser 


His 


Leu 


Ser 


Phe 


Leu 


Tyr 


Arg 


Cys 


Phe 


Thr 


Ser 


Ser 










85 










90 










95 




Val 


He 


Pro 


Gin 


Leu 


Leu 


Val 


Asn 


Leu 


Trp 


Glu 


Pro 


Met 


Lys 


Thr 


He 








100 










105 










110 






Ala 


Tyr 


Gly 


Gly Cys 


Leu 


Val 


His 


Leu 


Tyr 


Asn 


Ser 


His 


Ala 


Leu 


Gly 






115 










120 










125 








Ser 


Thr 


Glu 


Cys 


Val 


Leu 


Pro 


Ala 


Val 


Met 


Ser 


Cys 


Asp Arg 


Tyr 


Val 




130 










135 










140 










Ala 


Val 


Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Thr 


Val 


Leu 


Met 


His 


He 


His 


Leu 


145 










150 










155 










160 


Cys 


Met 


Ala 


Leu 


Ala 


Ser 


Met 


Ala 


Trp 


Leu 


Ser 


Gly 


He 


Ala 


Thr 


Thr 










165 










170 










175 




Leu 


Val 


Gin 


Ser 


Thr 


Leu 


Thr 


Leu 


Gin 


Leu 


Pro 


Phe 


Cys 


Gly 


His 


Arg 








180 










185 










190 






Gin 


Val 


Asp 


His 


Phe 


He 


Cys 


Glu 


Val 


Pro 


Val 


Leu 


He 


Lys 


Leu 


Ala 






195 










200 










205 








Cys 


Val 


Gly 


Thr 


Thr 


Phe 


Asn 


Glu 


Ala 


Glu 


Leu 


Phe 


Val 


Ala 


Ser 


He 




210 










215 










220 










Leu 


Phe 


Leu 


He 


Val 


Pro 


Val 


Ser 


Phe 


He 


Leu 


Val 


Ser 


Ser Gly Tyr 


225 










230 










235 










240 


He 


Ala 


His 


Ala 


Val 


Leu 


Arg 


He 


Lys 


Ser 


Ala 


Thr 


Arg 


Arg 


Gin 


Lys 










245 










250 










255 




Ala 


Phe 


Gly 


Thr 


Cys 


Phe 


Ser 


His 


Leu 


Thr 


Val 


Val 


Thr 


He 


Phe 


Tyr 








260 










265 










270 






Gly 


Thr 


He 


He 


Phe 


Met 


Tyr 


Leu 


Gin 


Pro 


Ala 


Lys 


Ser 


Arg 


Ser 


Arg 






275 










280 










285 








Asp 


Gin 


Gly 


Lys 


Phe 


Val 


Ser 


Leu 


Phe 


Tyr 


Thr 


Val 


Val 


Thr 


Arg 


Met 




290 










295 










300 










Leu 


Asn 


Pro 


Leu 


He 


Tyr 


Thr 


Leu 


Arg 


He 


Lys 


Glu 


Val 


Lys 


Gly Ala 


305 










310 










315 










320 


Leu 


Lys 


Lys 


Val 


Leu 


Ala 


Lys 


Ala 


Leu 


Gly Val 


Asn 


He 


Leu 














325 










330 















<210> 1569 
<211> 170 
<212> PRT 

<213> Unknown (H3 8g486 protein) 
<220> 

<223> Synthetic construct 



<400> 1569 




























Met 


Glu 


Gly Asn 


Lys 


Thr 


Trp 


He 


Thr 


Asp 


He 


Thr 


Leu 


Pro 


Arg 


Phe 


1 








5 










10 










15 




Gin 


Val 


Gly 


Pro 
20 


Ala 


Leu 


Glu 


He 


Leu 
25 


Leu 


Cys 


Gly 


Leu 


Phe 
30 


Ser 


Ala 


Phe 


Tyr 


Thr 


Leu 


Thr 


Leu 


Leu 


Gly Asn Gly Val 


He 


Phe Gly 


He 


He 






35 










40 










45 








Cys 


Leu 
50 


Asp 


Cys 


Lys 


Leu 


His 
55 


Thr 


Pro 


Met 


Tyr 


Phe 
60 


Phe 


Leu 


Ser 


His 


Leu 


Ala 


He 


Val 


Asp 


He 


Ser 


Tyr Ala 


Ser 


Asn 


Tyr 


Val 


Pro 


Lys 


Met 


65 










70 










75 










80 


Leu 


Thr 


Asn 


Leu 


Met 
85 


Asn 


Gin 


Glu 


Ser 


Thr 
90 


He 


Ser 


Phe 


Phe 


Pro 
95 


Cys 


He 


Met 


Gin 


Thr 
100 


Phe 


Leu 


Tyr 


Leu 


Ala 
105 


Phe 


Ala 


His 


Val 


Glu 
110 


Cys 


Leu 


He 


Leu 


Val 
US 


Val 


Met 


Ser 


Tyr 


Asp 
120 


Arg 


Tyr 


Ala 


Asp 


He 
125 


Cys 


His 


Pro 


Leu 


Arg 


Tyr 


Asn 


He 


Leu 


Met 


Ser 


Trp 


Arg 


Val 


Cys 


Thr 


Val 


Leu 


Ala 
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130 



135 



140 



Val Ala Ser Trp Val Phe Ser Phe Leu Leu Ala Leu Val Pro Phe Ser 
145 150 155 160 

Ser Gin Ser Leu Arg Cys Met Asn Val Leu 



<210> 1570 
<211> 308 
<212> PRT 

<213> Unknown (H38g487 protein) 
<220> 

<223> Synthetic construct 
<400> 1570 

Met Asp Thr Gly Asn Lys Thr Leu Pro Gin Asp Phe Leu Leu Leu Gly 

15 10 15 

Phe Pro Gly Ser Gin Thr Leu Gin Leu Ser Leu Phe Met Leu Phe Leu 

20 25 30 

Val Met Tyr He Leu Thr Val Ser Gly Asn Val Ala He Leu Met Leu 

35 40 45 

Val Ser Thr Ser His Gin Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ser Phe Leu Glu He Trp Tyr Thr Thr Ala Ala Val Pro Lys 
65 70 75 80 

Ala Leu Ala He Leu Leu Gly Arg Ser Gin Thr He Ser Phe Thr Ser 

85 90 95 

Cys Leu Leu Gin Met Tyr Phe Val Phe Ser Leu Gly Cys Thr Glu Tyr 

100 105 110 

Phe Leu Leu Ala Ala Met Ala Tyr Asp Arg Cys Leu Ala He Cys Tyr 

115 120 125 

Pro Leu His Tyr Gly Ala He Met Ser Ser Leu Leu Ser Ala Gin Leu 

130 135 140 

Ala Leu Gly Ser Trp Val Cys Gly Phe Val Ala He Ala Val Pro Thr 
145 150 155 160 

Ala Leu He Ser Gly Leu Ser Phe Cys Gly Pro Arg Ala He Asn His 

165 170 175 

Phe Phe Cys Asp He Ala Pro Trp He Ala Leu Ala Cys Thr Asn Thr 

180 185 190 

Gin Ala Val Glu Leu Val Ala Phe Val He Ala Val Val Val He Leu 

195 200 205 

Ser Ser Cys Leu He Thr Phe Val Ser Tyr Val Tyr He He Ser Thr 

210 215 220 

He Leu Arg He Pro Ser Ala Ser Gly Arg Ser Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Ser Ser His Leu Thr Val Val Leu He Trp Tyr Gly Ser Thr Val 

245 250 255 

Phe Leu His Val Arg Thr Ser He Lys Asp Ala Leu Asp Leu He Lys 

260 265 270 

Ala Val His Val Leu Asn Thr Val Val Thr Pro Val Leu Asn Pro Phe 

275 280 285 

He Tyr Thr Leu Arg Asn Lys Glu Val Arg Glu Thr Leu Leu Lys Lys 

290 295 300 

Trp Lys Gly Lys 
305 

<210> 1571 
<211> 223 
<212> PRT 

<213> Unknown (H3 8g488 protein) 



165 



170 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> <1)...(223) 

<223> Xaa = Any Amino Acid 

<400> 1571 

Lys Glu Met Gly Cys His Gin Ser Met Val Thr Glu Phe He Leu Val 

1 5 10 15 

Gly Phe Gin Leu Ser Ala Glu Met Glu Val Leu Leu Phe Trp Ser Phe 

20 25 30 

Ser Leu Gly He Ala Leu Glu Leu He Cys Leu Asp His Ser Leu His 

35 40 45 

Thr Pro Tyr Phe Phe Leu Ser His Leu Ala Val He Asp Met Ala Tyr 

50 55 60 

Ala Ser Asn Asn Val Pro Lys Met Leu Val Asp Leu Ala Asn Xaa Lys 
65 70 75 80 

Ser Thr Met Cys Phe Phe Pro Cys He Met Gin Thr Phe Leu Tyr Leu 

85 90 95 

Ala Phe Ala His He Glu Cys Leu He Leu Val Val Leu Ser Tyr Asp 

100 105 no 

Arg Tyr Val Ala He Cys His Pro Leu Arg Tyr Asn Val Leu Met Ser 

115 120 125 

Trp Arg Glu Cys Thr Val Leu Ala Val Ala Ser Trp Val Phe Ser Phe 

I 30 135 140 

Leu Leu Ala Leu Val His Leu Val Leu He Leu Arg Leu Pro Phe Ser 
145 I 50 155 leo 

Gly Pro His Glu He Asn His Tyr Cys Glu He Leu Ser Val Leu Lys 

165 170 175 

Leu Ala Cys Ala Asp Thr Trp Leu Asn Gin Val Val He Phe Ala Ser 

180 185 190 

Cys Met Phe He Leu Val Gly Xaa Leu Cys Leu Val Leu Val Ser Tyr 

I 95 200 205 

Leu Gly He Trp Arg His Leu Arg Ser Val Ala Lys Pro Lys Arg 
210 215 220 

<210> 1572 
<211> 309 
<212> PRT 

<213> Unknown (H38g489 protein) 
<220> 

<223> Synthetic construct 
<400> 1572 

Met Gly Leu Gly Asn Glu Ser Ser Leu Met Asp Phe He Leu Leu Gly 

5 10 15 

Phe Ser Asp His Pro Arg Leu Glu Ala Val Leu Phe Val Phe Val Leu 

20 25 30 

Phe Phe Tyr Leu Leu Thr Leu Val Gly Asn Phe Thr He He He He 

35 4 o 45 

Ser Tyr Leu Asp Pro Pro Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ser Leu Leu Asp He Cys Phe Thr Thr Ser Leu Ala Pro Gin 
65 70 75 80 

Thr Leu Val Asn Leu Gin Arg Pro Lys Lys Thr He Thr Tyr Gly Gly 

85 90 95 

Cys Val Ala Gin Leu Tyr He Ser Leu Ala Leu Gly Ser Thr Glu Cvs 

100 105 " no 

He Leu Leu Ala Asp Met Ala Leu Asp Arg Tyr He Ala Val Cys Lys 
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115 120 125 



Pro 


Leu 


His 


Tvr 


Val 


Val 


lie 


Met 


Asn 


Pro Arg 


Leu Cys 


Gin 


Gin 


Leu 




130 










135 








140 








Ala 


Ser 


lie 


Ser 


Tro 


Leu 


Ser 


Gly Leu 


Ala Ser 


Ser Leu 


He 


His 


Ala 


145 










150 








155 








160 


Thr 


Phe 


Thr 


Leu 


Gin 


Leu 


Pro 


Leu 


Cys 


Gly Asn 


His Arg 


Leu 


Asp 


His 










165 










170 






175 




Phe 


lie 




Glu 


Val 


Pro 


Ala 


Leu 


Leu 


Lys Leu 


Ala Cys 


Val 


Asp 


Thr 








180 










185 






190 






Thr 


Val 


Asn 


Glu 


Leu 


Val 


Leu 


Phe 


Val 


Val Ser 


Val Leu 


Phe 


Val 


Val 






195 










200 






205 








lie 


Pro 


Pro 


Ala 


Leu 


lie 


Ser 


lie 


Ser 


Tvr Glv 


Phe He 


Thr 


Gin 


Ala 




210 










215 








220 








Val 


Leu 


iu y 


lie 


Lys 


Ser 


Val 


Glu 


Ala 


Ara His 


Lys Ala 


Phe 


Ser 


Thr 


225 










230 








235 








240 


Cys 


Ser 


Ser 


His 


Leu 


Thr 


Val 


Val 


lie 


lie Phe 


Tyr Gly Thr 


He 


He 










245 










250 






255 




Tyr 


Val 


Tyr 


Leu 


Gin 


Pro 


Ser 


Asp 


Ser 


Tyr Ala 


Gin Asp Gin Gly 


Lys 








260 










265 






270 






Phe 


lie 


Ser 


Leu 


Phe 


Tyr 


Thr 


Met 


Val 


Thr Pro 


Thr Leu 


Asn 


Pro 


He 






275 










280 






285 








lie 


Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Asp 


Met 


Lys Glu 


Ala Leu 


Arg 


Lys 


Leu 




290 










295 








300 








Leu 


Ser 


Gly 


Lys 


Leu 





















305 



<210> 1573 
<211> 337 
<212> PRT 

<213> Unknown (H38g490 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(337) 

<223> Xaa = Any Amino Acid 

<400> 1573 

Ser Thr Asp Pro Gin Asn Leu Thr Asp Val Ser Val Phe Leu Leu Leu 

15 10 15 

Gly Thr Thr Glu Asp Pro Glu Arg Gin Pro Val Leu Thr Gly Leu Phe 

20 25 30 

Leu Ser Met Cys Leu Val Met Val Leu Gly Asn Leu Leu He He Leu 

_ 35 40 45 

Ala He Ser Pro Asp Ser His Leu His He Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Ser Leu Pro Asp He Gly Phe Thr Ser Thr Thr Val Pro 
65 70 75 80 

Lys Met He Val Asp He Gin Ser His Ser Arg Val He Ser Tyr Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Leu Phe Ala He Phe Gly Gly Met Glu 

100 105 110 

Glu Asn Met Leu Leu Ser Val Met Ala Tyr Asp Arg Phe Val Ala He 

115 120 125 

Cys His Pro Leu Tyr His Ser Ala He Met Asn Pro Cys Phe Cys Gly 

130 135 140 

Phe Leu Val Leu Leu Ser Phe Phe Ser Val Leu Ser Leu Leu Asp Ser 
145 150 155 160 

Gin Leu His Asn Leu He Ala Leu Gin Val Thr Cys Phe Lys Asp Val 
165 170 175 
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Glu 


He 


Pro 


Asn 
180 


Phe 


Phe 


Trp 


Asp 


Pro 
185 


Ser 


Gin 


Leu 


Pro 


His 
190 


Leu 


Ala 


Cys 


Cys 


Asp 
195 


Thr 


Phe 


Thr 


Asn 


Lys 
200 


He 


He 


Met 


Tyr 


Phe 
205 


Pro 


Ala 


Ala 


He 


Phe 
210 


Gly 


Phe 


Leu 


Pro 


He 
215 


Ser 


Gly 


Thr 


Leu 


Phe 
220 


Ser 


Tyr 


Ser 


Lys 


He 


Val 


Ser 


Ser 


He 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly Gly 


Lys 


Tyr 


Lys 


225 










230 










235 










240 


Ala 


Phe 


Ser 


Thr 


Cys 
245 


Gly 


Ser 


His 


Leu 


Ser 
250 


Val 


Val 


Cys 


Xaa 


Val 
255 


Tyr 


Gly Thr 


Gly Val 


Gly 


Gly 


Tyr 


Leu 


Ser 


Ser 


Asp 


Asp 


Val 


Ser 


Ser 


Ser 








260 










265 










270 






Pro Arg 


Lys 


Gly Ala 


Val 


Ala 


Ser 


Val 


Met 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 






275 










280 










285 








Met 


Pro 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg Asn 


Arg 


Asp 


He 


Lys 


Ser 




290 










295 










300 










Val 


Leu 


Arg 


Arg 


Pro 


His 


Gly 


Ser 


Thr 


Val 


Xaa 


Ser 


Gin 


Tyr 


Leu 


Leu 


305 










310 










315 










320 


He 


Cys 


Ser 


He 


Pro 


Phe 


Val 


Val 


Trp 


Val 


Lys 


Lys 


Gly Arg 


Lys 


Val 










325 










330 










335 




Lys 

































<210> 1574 
<211> 293 
<212> PRT 

<213> Unknown (H38g491 protein) 
<220> 

<223> Synthetic construct 



<400> 1574 




























Met 


Gly 


Phe 


Ser 


Asn 


Ser 


Trp 


Asp 


He 


Gin 


He 


Val 


His 


Ala 


Ala 


Leu 


1 








5 










10 










15 




Phe 


Phe 


Leu 


Val 


Tyr 


Leu 


Ala 


Ala 


Val 


He 


Gly Asn 


Leu 


Leu 


He 


He 








20 










25 










30 






He 


Leu 


Thr 
35 


Thr 


Leu 


Asp 


Val 


His 
40 


Leu 


Gin 


Thr 


Pro 


Met 
45 


Tyr 


Phe 


Phe 


Leu 


Arg 
50 


Asn 


Leu 


Ser 


Phe 


Leu 
55 


Asp 


Phe 


Cys 


Tyr 


He 
60 


Ser 


Val 


Thr 


He 


Pro 


Lys 


Ser 


He 


Val 


Ser 


Ser 


Leu 


Thr 


His 


Asp 


Thr 


Ser 


He 


Ser 


Phe 


65 










70 










75 










80 


Phe 


Gly Cys 


Ala 


Leu 


Gin 


Ala 


Phe 


Phe 


Phe 


Met 


Asp 


Leu 


Ala 


Thr 


Thr 










85 










90 










95 




Glu 


Val 


Ala 


He 


Leu 


Thr 


Val 


Met 


Ser 


Tyr Asp 


Arg 


Tyr 


Met 


Ala 


He 








100 










105 










110 






Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Glu 


Val 


He 


He 


Asn 


Gin 


Gly Val 


Cys 


Leu 






115 










120 










125 








Arg 


Met 


Met 


Ala 


Met 


Ser 


Trp 


Leu 


Ser Gly Val 


He 


Cys 


Gly 


Phe 


Met 




130 










135 










140 










His 


Val 


He 


Ala 


Thr 


Phe 


Ser 


Leu 


Pro 


Phe 


Cys 


Gly Arg Asn 


Arg 


He 


145 










150 










155 










160 


Arg 


Gin 


Phe 


Phe 


Cys 
165 


Asn 


He 


Pro 


Gin 


Leu 
170 


Leu 


Ser 


Leu 


Leu 


Asp 
175 


Pro 


Lys 


Val 


He 


Thr 


He 


Glu 


He 


Gly Val 


Met 


Val 


Phe Gly Thr 


Ser 


Leu 








180 










185 










190 






Val 


He 


He 
195 


Ser 


Phe 


Val 


Val 


He 
200 


Thr 


Leu 


Ser 


Tyr 


Met 
205 


Tyr 


He 


Phe 


Ser 


Val 


He 


Met 


Arg 


He 


Pro 


Ser 


Lys 


Glu 


Gly Arg 


Ser 


Lys 


Thr 


Phe 




210 










215 










220 










Ser 


Thr 


Cys 


He 


Pro 


His 


Leu 


Val 


Val 


Val 


Thr 


Leu 


Phe 


Met 


He 


Ser 
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225 










230 








235 










240 


Gly 


Ser 


lie 


Ala 


Tvr 
245 


Val 


Lys Pro 


lie 


Ser 
250 


Asn 


Ser 


Pro 


Pro 


Val 
255 


Leu 


Asp 


Val 


Phe 


Leu 
260 


Ser 


Ala 


Phe Tyr 


Thr 
265 


Val 


Val 


Pro 


Pro 


Thr 
270 


Leu 


Asn 


Pro 


Val 


lie 
275 


Tyr 


Ser 


Leu 


Arg Asn 
280 


Arg 


Asp 


Met 


Lys 


Ala 
285 


Ala 


Leu 


Arg 


Arg 


Gin 
290 


Cys 


Gly 


Pro 























<210> 1575 
<211> 341 
<212> PRT 

<213> Unknown (H38g492 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(341) 

<223> Xaa = Any Amino Acid 

<400> 1575 

Met Met Gly His Gin Asn His Thr Phe Ser Ser Asp Phe lie Leu Leu 

15 10 15 

Gly Leu Phe Ser Ser Ser Pro Thr Ser Val Val Phe Phe Leu Asp Asn 

20 25 30 

Leu Phe lie Phe lie Met Ser Val Thr Glu Asn Thr Leu Met lie Leu 

35 40 45 

Leu lie Arg Ser Asp Ser Arg Leu His Thr Pro Met Tyr Phe Leu Leu 

50 55 60 

Ser His Leu Ser Leu Met Asp lie Leu His Val Ser Asn lie Val Pro 
65 70 75 80 

Lys Met Val Thr Asn Phe Leu Ser Gly Ser Arg Thr lie Ser Phe Ala 

85 90 95 

Gly Cys Gly Phe Gin Val Phe Leu Ser Leu Thr Leu Leu Gly Gly Glu 

100 105 110 

Cys Leu Leu Leu Ala Ala Met Ser Cys Asp Arg Tyr Val Ala lie Cys 

115 120 125 

His Pro Leu Arg Tyr Pro lie Leu Met Lys Glu Tyr Ala Ser Ala Leu 

130 135 140 

Met Ala Gly Gly Ser Trp Leu lie Gly Val Phe Asn Ser Thr Val His 
145 150 155 160 

Thr Ala Tyr Ala Leu Gin Phe Pro Phe Cys Gly Ser Arg Ala lie Asp 

165 170 175 

His Phe Phe Cys Glu Val Pro Ala Met Leu Lys Leu Ser Cys Ala Asp 

180 185 190 

Thr Thr Arg Tyr Glu Arg Gly Val Cys Val Ser Ala Val lie Phe Leu 

195 200 205 

Leu lie Pro Phe Ser Leu lie Ser Ala Ser Tyr Gly Gin lie lie Leu 

210 215 220 

Thr Val Leu Gin Met Lys Ser Ser Glu Ala Arg Lys Lys Ser Phe Ser 
225 230 235 240 

Thr Cys Ser Phe His Met lie Val Val Thr Met Tyr Tyr Gly Pro Phe 

245 250 255 

lie Phe Thr Tyr Met Arg Pro Lys Ser Tyr His Thr Pro Gly Gin Asp 

260 265 270 

Lys Phe Leu Ala lie Phe Tyr Thr lie Leu Thr Pro Thr Leu Asn Pro 

275 280 285 

Phe lie Tyr Ser Phe Arg Asn Lys Asp Val Leu Ala Val Met Thr Lys 
290 295 300 
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Tyr Ala Gin Lys Xaa Leu Ser Ala Gin Lys Asn Glu Xaa Glu Asn Ser 
305 310 315 320 

Xaa Met Cys Val Leu Ser lie Ser Met Leu Asn Ala Xaa Arg lie Leu 

325 330 335 

Met Arg Trp Phe Pro 
340 

<210> 1576 
<211> 311 
<212> PRT 

<213> Unknown (H3 8g493 protein) 
<220> 

<223> Synthetic construct 
<400> 1576 

Met Lys Trp Ala Asn Gin Thr Ala Val Thr Glu Tyr Val Leu Met Gly 

1 5 10 15 

Leu His Glu His Cys Asn Leu Glu Val Val Leu Phe Val Phe Cys Leu 

20 25 30 

Gly lie Tyr Ser Val Asn Val Leu Gly Asn Ala Leu Leu lie Gly Leu 

35 40 45 

Asn Val Leu His Pro Arg Leu His Asn Pro Met Tyr Phe Phe Ser Asn 

50 55 60 

Leu Ser Leu Met Asp lie Cys Gly Thr Ser Ser Phe Val Pro Leu Met 
65 70 75 80 

Leu Asp Asn Phe Leu Glu Thr Gin Arg Thr lie Ser Phe Pro Gly Cys 

85 90 95 

Ala Leu Gin Met Tyr Leu Thr Leu Ala Leu Gly Ser Thr Glu Cys Leu 

100 105 110 

Leu Leu Ala Val Met Ala Tyr Asp Arg Tyr Val Ala lie Cys Gin Pro 

115 120 125 

Leu Arg Tyr Pro Glu Leu Met Ser Gly Gin Thr Cys Met Gin Met Ala 

130 135 140 

Ala Leu Ser Trp Gly Thr Gly Phe Ala Asn Ser Leu Leu Gin Ser lie 
145 150 155 160 

Leu Val Trp His Leu Pro Phe Cys Gly His Val lie Asn Tyr Phe Tyr 

165 170 175 

Glu lie Leu Ala Val Leu Lys Leu Ala Cys Gly Asp lie Ser Leu Asn 

180 185 190 

Ala Leu Ala Leu Met Val Ala Thr Ala Val Leu Thr Leu Ala Pro Leu 

195 200 205 

Leu Leu lie Cys Leu Ser Tyr Leu Phe lie Leu Ser Ala lie Leu Arg 

210 215 220 

Val Pro Ser Ala Ala Gly Arg Cys Lys Ala Phe Ser Thr Cys Ser Ala 
225 230 235 240 

His Arg Thr Val Val Val Val Phe Tyr Gly Thr lie Ser Phe Met Tyr 

245 250 255 

Phe Lys Pro Lys Ala Lys Asp Pro Asn Val Asp Lys Thr Val Ala Leu 

260 265 270 

Phe Tyr Gly Val Val Thr Pro Ser Leu Asn Pro lie lie Tyr Ser Leu 

275 280 285 

Arg Asn Ala Glu Val Lys Ala Ala Val Leu Thr Leu Leu Arg Gly Gly 

290 295 300 

Leu Leu Ser Arg Lys Ala Ser 
305 310 

<210> 1577 
<211> 319 
<212> PRT 

<213> Unknown (H3 8g494 protein) 
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<220> 

<223> Synthetic construct 



<400> 1577 



Met 


Met 


Glu 


He 


Ala 


Asn 


Val 


Ser 


Ser 


Pro 


Glu 


Val 


Phe 


Val 


Leu 


Leu 


1 








5 










10 










15 




vji _y 




Cor 


Thr 
20 


Arg 


Pro 

XT J- y-f 




Leu 


Glu 
25 


Thr 


Val 


Leu 


Phe 


He 


Val 


Val 


Leu 


Ser 


Phe 


Tyr Met 


Val 


Ser 


He 


Leu 


Gly 


Asn Gly 


He 


He 


He 


Leu 






j j 










40 










45 








Val 




Hi <= 
nib 


inr 


Asp 


V dJL 


Hi <= 
nib 

cc 


Leu 


His 


Thr 


Pro 


Met 
60 


1 y x 


XT 


php 

* lie 


Leu 


nia 


Asn 


Leu 


pro 




Leu 


Asp 


Met 


Ser 


Phe 


Thr 


Thr 




Tie 
X16 


Val 


Pro 


Dj 










/ u 










75 










ft o 


Gin 


Leu 


Leu 


Ala 


Asn 


Leu 


Trp 


Gly Pro Gin 


Lys 


Thr 


He 


Ser 


Tyr 


Gly 










85 










90 










Q c. 
If D 




Vjiy 


Lys 


vai 


Val 
100 


Gin 


rfle 


Tyr 


He 


Ser 
105 


His 


Trp 


Leu 


ijiy 


Ala 
11 U 


l nr 


villi 


Cys 


val 


L«eu 


Leu 


Ala 


Thr 


M6t 


Ser 


Tyr Asp 


Arg 


Tyr 


Aid 


Ala 


i ie 


Cys 






lib 










120 










IOC 

lzb 








Arg 


Pro 

130 


Leu 


His 


Tyr 


Thr 


vai 

1 "3 C 

1 Jb 


He 


Met 


His 


Pro 


Gin 
140 


Leu 


Cys 


Leu 


v»iy 


Leu 


Ala 


Leu 


Ala 


Ser 


Trp 


Leu 


Gly Gly Leu 


Thr 


Thr 


Ser 


Met 


Val 


Gly 


145 










150 










155 










lou 


Ser 


Thr 


Leu 


Thr 


Met 


Leu 


Leu 


Pro 


Leu 


Cys 


Gly Asn 


Asn 


Cys 


He 


Asp 










165 










170 










1 *7 C 

17b 




His 


Phe 


Phe 


Cys 
180 


Glu 


Met 


Pro 


Leu 


He 
185 


Met 


Gin 


Leu 


Ala 


Cys 

IS 0 


Val 


Asp 


Thr 


Ser 


Leu 


Asn 


Glu 


Met 


Glu 


Met 


Tyr Leu 


Ala 


Ser 


Phe 


Val 


Phe 


Val 






IOC 

iy b 










200 










one 

-sub 








Vdl 


Leu 


Pro 


Leu Gly Leu 




Leu 


Val 


Ser 


Tyr 


Gly 


Hi o 
HIS 


Tip 

lie 


Ala 


Arg 




210 










215 










220 










Ala 


Val 


Leu 


Lys 


He 


Arg 


Ser 


Ala 


Glu 


Gly 


Arg 


Arg 


Lys 


Ala 


Phe 


Asn 


225 










230 










235 










240 


Thr 


Cys 


Ser 


Ser 


His 
245 


Val 


Ala 


Val 


Val 


Ser 
250 


Leu 


Phe 


Tyr 


Gly 


Ser 
255 


He 


lie 


Phe 


Met 


Tyr 
260 


Leu 


Gin 


Pro 


Ala 


Lys 
265 


Ser 


Thr 


Ser 


His 


Glu 
270 


Gin 


Gly 


Lys 


Phe 


lie 
275 


Ala 


Leu 


Phe 


Tyr 


Thr 
280 


Val 


Val 


Thr 


Pro 


Ala 
285 


Leu 


Asn 


Pro 


Leu 


lie 
290 


Tyr 


Thr 


Leu 


Arg 


Asn 
295 


Thr 


Glu 


Val 


Lys 


Ser 
300 


Ala 


Leu 


Arg 


His 


Met 


Val 


Leu 


Glu 


Asn 


Cys 


Cys 


Gly Ser Ala 


Gly Lys 


Leu 


Ala 


Gin 





305 310 315 



<210> 1578 
<211> 264 
<212> PRT 

<213> Unknown (H38g495 protein) 
<220> 

<223> Synthetic construct 



<400> 1578 

Met Met Val Leu Ser He Val Leu 

1 5 
Met He Leu Leu He His Trp Asp 
20 

Phe Leu Leu Ser Gin Leu Ser Leu 
35 40 



Thr Ser Leu Phe Gly Asn Ser Leu 

10 15 
His Arg Phe His Thr Pro Met Tyr 
25 30 
Met Asp Val Met Leu Val Ser Thr 
45 



840 



BNSDOCID: <WO 01271 58A2_I_> 



WO 01/27158 



PCT/US00/27582 



Thr 


Val 
50 


Pro 


Lys 


Met 


Ala 


Ala 
55 


Asp 


Tyr 


Leu 


Thr 


Gly 
60 


Ser 


Lys 


Ala 


He 


Ser 


Arg 


Ala 


Gly 


Cys 


Gly 


Ala 


Gin 


He 


Phe 


Phe 


Leu 


Pro 


Thr 


Leu 


Gly 


65 










70 










75 










80 


Gly 


Gly 


Glu 


Cys 


Phe 
85 


Leu 


Leu 


Ala 


Ala 


Met 
90 


Ala 


Tyr 


Asp 


Arg 


Tyr 
95 


Ala 


Ala 


Val 


Cys 


His 
100 


Pro 


Leu 


Arg 


Tyr 


Pro 
105 


Thr 


Leu 


Met 


Ser 


Trp 
110 


Gin 


Leu 


Cys 


Leu 


Arg 


Met 


Asn 


Leu 


Ser 


Cys 


Trp 


Leu 


Leu 


Gly Ala 


Ala 


Asp 


Gly 






115 










120 










125 








Leu 


Leu 


Gin 


Ala 


Val 


Ala 


Thr 


Leu 


Ser 


Phe 


Pro 


Tyr 


Cys 


Gly Ala 


His 




130 










135 










140 










Glu 


He 


Asp 


His 


Phe 


Phe 


Cys 


Glu 


Thr 


Pro 


Val 


Leu 


Val 


Arg 


Leu 


Ala 


145 
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155 










160 


Cys 


Ala 


Asp 


Thr 


Ser 
165 


Val 


Phe 


Glu 


Asn 


Ala 
170 


Met 


Tyr 


He 


Cys 


Cys 
175 


Val 


Leu 


Met 


Leu 


Leu 
180 


Val 


Pro 


Phe 


Ser 


Leu 
185 


He 


Leu 


Ser 


Ser 


Tyr 
190 


Gly 


Leu 


He 


Leu 


Ala 
195 


Ala 


Val 


Leu 


His 


Met 
200 


Arg 


Ser 


Thr 


Glu 


Ala 
205 


Arg 


Lys 


Lys 


Ala 


Phe 
210 


Ala 


Thr 


Cys 


Ser 


Ser 
215 


His 


Val 


Ala 


Val 


Val 
220 


Gly 


Leu 


Phe 


Tyr 


Gly 


Ala 


Ala 


He 


Phe 


Thr 


Tyr 


Met 


Arg 


Pro 


Lys 


Ser 


His 


Arg 


Ser 


Thr 


225 










230 










235 










240 


Asn 


His 


Asp 


Lys 


Val 
245 


Val 


Ser 


Ala 


Phe 


Tyr 
250 


Thr 


Met 


Phe 


Thr 


Pro 
255 


Leu 


Leu 


Asn 


Pro 


Leu 
260 


He 


Tyr 


Ser 


Val 



















<210> 1579 
<211> 220 
<212> PRT 

<213> Unknown <H38g496 protein) 
<220> 

<223> Synthetic construct 



<400> 1579 
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Ser 


Phe 


Leu 


Asp 


Leu 


Cys 


Phe 


Thr 


Ala 


Ser 


He 


Ala 


Pro 


Gin 
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Leu 


Leu 


Trp 


Asn 
20 


Leu 


Gly 


Gly 


Pro 


Glu 
25 


Lys 


Thr 


He 


Thr 


Tyr 
30 


His 


Gly 


Cys 


Val 


Ala 
35 


Gin 


Leu 


Tyr 


He 


Tyr 
40 


Met 


Met 


Leu 


Gly 


Ser 
45 


Thr 


Glu 


Cys 


Val 


Leu 
50 


Leu 


Val 


Val 


Met 


Ser 
55 


His 


Asp 


Arg 


Tyr 


Val 
60 


Ala 


Val 


Cys 


Arg 


Ser 


Leu 


His 


Tyr 


Met 


Ala 


Val 


Met 


Arg 


Pro 


His 


Leu 


Cys 


Leu 


Gin 


Leu 


65 










70 










75 










80 


Val 


Thr 


Val 


Ala 


Trp 
85 


Cys 


Cys 


Gly 


Phe 


Leu 
90 


Asn 


Ser 


Phe 


He 


Met 
95 


Cys 


Pro 


Gin 


Thr 


Met 


Gin 


Leu 


Ser 


Arg 


Cys 


Gly Arg 


Arg 


Arg 


Val 


Asp 


His 








100 










105 










110 






Phe 


Leu 


Cys 
115 


Glu 


Met 


Pro 


Ala 


Leu 
120 


He 


Ala 


Met 


Ser 


Cys 
125 


Glu 


Glu 


Thr 


Met 


Leu 


Val 


Glu 


Ala 


He 


Thr 


Phe 


Ala 


Leu 


Gly Val 


Ala 


Leu 


Leu 


Leu 




130 










135 










140 










Val 


Pro 


Leu 


Ser 


Leu 


He 


Leu 


He 


Ser 


Tyr 


Gly Val 


He 


Ala 


Ala 


Ala 


145 










150 










155 










160 


Val 


Leu 


Arg 


Met 


Lys 


Ser 


Ala 


Ala 


Gly Arg 


Lys 


Lys 


Ala 


Phe 


His 


Thr 










165 










170 










175 




Cys 


Ser 


Ser 


His 


Leu 


Thr 


Val 


Val 


Ser 


Leu 


Phe 


Tyr 


Gly 


Thr 


He 


He 
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180 185 190 

Tyr Val Tyr Leu Lys Pro Ala Asn Ser Tyr Ser Gin Asp Gin Gly Lys 

195 200 205 

Phe Leu Thr Leu Phe Tyr Thr lie Val lie Pro Ser 
210 215 220 

<210> 1580 
<211> 312 
<212> PRT 

<213> Unknown (H3 8g497 protein) 
<220> 

<223> Synthetic construct 
<400> 1580 

Met Glu Pro Leu Asn Arg Thr Glu Val Ser Glu Phe Phe Leu Lys Gly 

15 10 15 

Phe Ser Gly Tyr Pro Ala Leu Glu His Leu Leu Phe Pro Leu Cys Ser 

20 25 30 

Ala Met Tyr Leu Val Thr Leu Leu Gly Asn Thr Ala lie Met Ala Val 

35 40 45 

Ser Val Leu Asp lie His Leu His Thr Pro Val Tyr Phe Phe Leu Gly 

50 55 60 

Asn Leu Ser Thr Leu Asp lie Cys Tyr Thr Pro Thr Phe Val Pro Leu 
65 70 75 80 

Met Leu Val His Leu Leu Ser Ser Arg Lys Thr He Ser Phe Ala Val 

85 90 95 

Cys Ala He Gin Met Cys Leu Ser Leu Ser Thr Gly Ser Thr Glu Cys 

100 105 110 

Leu Leu Leu Ala He Thr Ala Tyr Asp Arg Tyr Leu Ala lie Cys Gin 

115 120 125 

Pro Leu Arg Tyr His Val Leu Met Ser His Arg Leu Cys Val Leu Leu 

130 135 140 

Met Gly Ala Ala Trp Val Leu Cys Leu Leu Lys Ser Val Thr Glu Met 
145 150 155 160 

Val He Ser Met Arg Leu Pro Phe Cys Gly His His Val Val Ser His 

165 170 175 

Phe Thr Cys Lys He Leu Ala Val Leu Lys Leu Ala Cys Gly Asn Thr 

180 185 190 

Ser Val Ser Glu Asp Phe Leu Leu Ala Gly Ser He Leu Leu Leu Pro 

195 200 205 

Val Pro Leu Ala Phe He Cys Leu Ser Tyr Leu Leu He Leu Ala Thr 

210 215 220 

He Leu Arg Val Pro Ser Ala Ala Arg Cys Cys Lys Ala Phe Ser Thr 
225 230 235 240 

Cys Leu Ala His Leu Ala Val Val Leu Leu Phe Tyr Gly Thr lie He 

245 250 255 

Phe Met Tyr Leu Lys Pro Lys Ser Lys Glu Ala His He Ser Asp Glu 

260 265 270 

Val Phe Thr Val Leu Tyr Ala Met Val Thr Thr Met Leu Asn Pro Thr 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Glu Val Lys Glu Ala Ala Arg Lys Val 

290 295 300 

Trp Gly Arg Ser Arg Ala Ser Arg 
305 310 

<210> 1581 
<211> 314 
<212> PRT 

<213> Unknown (H38g498 protein) 
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<220> 






























<223> Synthetic 


construct 




















<400> 1581 




























Met Glu 


Arg Gly 


Asn 


Trp 


Thr 


Leu 


Val 


Thr 


Glu 
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He 


Leu 


Val 


Gly 
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Thr 


Thr 


Arg 


Ala 
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Gly Gly Leu 


Leu 


Phe 


Val 


He 


Phe 


Tyr 
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25 
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Pro Ala 
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Leu 


Val 


Thr 


Val 


Leu 


Gly Asn Thr 


Leu 


He 


He 


He 


Leu 
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40 










45 








lie Leu 


Val 


Asp 


Tyr Arg 


Leu 


His 


Ser 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 


50 










*^ 










60 










Asn Leu 


Ser 


Phe 


Ser 


Glu 


± XIX 


Leu 


Thr 


He 


Thr 


Cys 


Ala 


Val 


Pro 


Lys 


65 








70 










75 










80 


Met Leu 


Glu Gly 


Phe 


Pro 


Q o -v- 


Glu 


Arg 


Lys 


Ser 


He 


Thr 


Ser 


Gly Glu 








85 










90 
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Cys Ser 


Ala 


Gin 


Ser 


Tyr 


rile 


Tyr 


Phe 


Leu 


Ser 


Gly 


Cys 


Thr 


Glu 


Phe 






100 










105 










110 






lie Pro 


Phe 


Ala 


Val 


Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Ser 




115 










120 










125 








Pro Leu 


Gin 


Tyr 


Pro 


Ala 


lie 


Met 


Thr 


Ser 


Ser 


Leu 


Cys 


Ala 


His 


Leu 


130 




















140 










Val He 


Leu 


Ser 


Trp Val 


r*l -\r 


Gly 


Phe 


Leu 


Leu 


Met 


Leu 


Pro 


Ser 


Thr 


145 








150 










155 










160 


He Leu 


Lys 


Ala 


Gly 


Leu 


Pro 


His 


Cys 


Gly 


Pro 


Asn 


Val 


He 


Glu 


His 








165 










170 










175 




Phe Phe 


Cys 


Asp 


Ser 


Ala 


Pro 


Leu 


Leu 


His 


Leu 


Ala 


Cys 


Ala 


Asp 


He 






180 










185 










190 






Arg Ala 


He 


Glu 


Leu 


Leu 


Asp 


Phe 


Leu 


Ser 


Ser 


Leu 


Val 


Leu 


He 


Leu 




195 










zuu 










205 








Ser Ser 


Leu 


Ser 


Leu 


Thr 


vai 


Val 


Ser 


Tyr 


Val 


Tyr 


He 


He 


Ser 


Thr 


210 




















220 










lie Leu 


Lys 


He 


Pro 


Ser 


Vjr j.y 


Gin 


Gly 


Gin 


Arg 


Lys 


Ala 


Phe 


Ala 


Thr 


225 








230 










235 










240 


Cys Ala 


Ser 


His 


Phe 


Thr 


Val 


Val 


Ser 


Val 


Gly Tyr Gly 


He 


Ser 


He 








245 










250 










255 




Phe Val 


Tyr 


Val 


His 


Pro 


Ser 


Gin 


Lys 


Ser 


Ser 


Leu 


His 


Leu 


Asn 


Lys 






260 










265 










270 






He Leu 


Phe 


He 


Leu 


Ser 


Ser 


He 


He 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


Phe 




275 










280 










285 








Val Phe 


Ser 


Leu 


Trp 


Asn 


Glu 


Pro 


Met 


Lys 


Asp 


Ala 


Leu 


Lys 


Asp Ala 


290 










295 










300 










Val Gly 


Arg 


Arg 


Thr 


Glu 


Leu 


Ala 


Gin Arg 














305 








310 






















<210> 1582 




























<211> 309 




























<212> PRT 




























<213> Unknown (H3 8g499 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1582 




























Met Ala 


Asn 


Leu 


Thr 


He 


Val 


Thr 


Glu 


Phe 


He 


Leu 


Met 


Gly 


Phe 


Ser 
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Thr Asn 


Lys 


Asn 


Met 


Cys 


He 


Leu 


His 


Ser 


He 


Leu 


Phe 


Leu 


Leu 


He 






20 










25 










30 






Tyr Leu 


Cys 


Ala 


Leu 


Met 


Gly Asn 


Val 


Leu 


He 


He 


Met 


He 


Thr 


Thr 




35 










40 










45 








Leu Asp 


His 


His 


Leu 


His 


Thr 


Pro 


Val 


Tyr 


Phe 


Phe 


Leu 


Lys 


Asn 


Leu 



843 



BNSDOCID: <WO_0127158A2_I_> 



WO 01/27158 



PCT/USOO/27582 



50 55 60 

Ser Phe Leu Asp Leu Cys Leu lie Ser Val Thr Ala Pro Lys Ser He 
65 70 75 80 

Ala Asn Ser Leu He His Asn Asn Ser He Ser Phe Leu Gly Cys Val 

85 90 ~ 95 

Ser Gin Val Phe Leu Leu Leu Ser Ser Ala Ser Ala Glu Leu Leu Leu 

100 105 110 

Leu Thr Val Met Ser Phe Asp Arg Tyr Thr Ala He Cys His Pro Leu 

115 120 125 

His Tyr Asp Val He Met Asp Arg Ser Thr Cys Val Gin Arg Ala Thr 

130 135 140 

Val Ser Trp Leu Tyr Gly Gly Leu He Ala Val Met His Thr Ala Gly 
145 150 155 160 

Thr Phe Ser Leu Ser Tyr Cys Gly Ser Asn Met Val His Gin Phe Phe 

165 170 175 

Cys Asp He Pro Gin Leu Leu Ala He Ser Cys Ser Glu Asn Leu He 

180 185 190 

Arg Glu He Ala Leu He Leu He Asn Val Val Leu Asp Phe Cys Cys 

195 200 205 

Phe He Val He He He Thr Tyr Val His Val Phe Ser Thr Val Lys 

210 215 220 

Lys He Pro Ser Thr Glu Gly Gin Ser Lys Ala Tyr Ser He Cys Leu 
225 230 235 " 240 

Pro His Leu Leu Val Val Leu Phe Leu Ser Thr Gly Phe He Ala Tyr 

245 250 255 

Leu Lys Pro Ala Ser Glu Ser Pro Ser lie Leu Asp Ala Val He Ser 

260 265 270 

Val Phe Tyr Thr Met Leu Pro Pro Thr Phe Asn Pro He He Tyr Ser 

275 280 285 

Leu Arg Asn Lys Ala He Lys Val Ala Leu Gly Met Leu He Lys Gly 

290 295 300 

Lys Leu Thr Lys Lys 
305 



<210> 1583 
<211> 314 
<212> PRT 

<213> Unknown (H38g500 protein) 
<220> 

<223> Synthetic construct 



<400> 1583 
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Gly 


Asp Val 
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Ser 


Val 
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Ser 


Asp 


Phe 


He 


Leu 


Val 


Gly 
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Ser 
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Ser Gly 


Ser 


Arg 
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Leu 


Leu 


Phe 


Ser 


Leu 


Val 


Ala 
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Val 


Met 


Phe 


Val 


He Gly Leu 


Leu 


Gly Asn Thr 


Val 


Leu 


Leu 


Phe 


Leu 






35 










40 










45 








He 


Arg 
50 


Val 


Asp 


Ser 


Arg 


Leu 
55 


His 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Leu 


Leu 


Ser 


Gin 


Leu 


Ser 


Leu 


Phe 


Asp 


He 


Gly 


Cys 


Pro 


Met 


Val 


Thr 


He 


Pro 


Lys 


65 










70 










75 










80 


Met 


Ala 


Ser Asp 


Phe 


Leu 


Arg 


Gly Glu 


Gly Ala 


Thr 


Ser Tyr Gly Gly 










85 










90 










95 




Gly 


Ala 


Ala 


Gin 


He 


Phe 


Phe 


Leu 


Thr 


Leu 


Met 


Gly Val 


Ala 


Glu 


Gly 








100 










105 










110 




Val 


Leu 


Leu 
115 


Val 


Leu 


Met 


Ser 


Tyr 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


Val 


Cys 


Gin 


Pro 


Leu 
130 


Gin 


Tyr 


Pro 


Val 


Leu 
135 


Met 


Arg 


Arg 


Gin 


Val 
140 


Cys 


Leu 


Leu 


Met 
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Met 


Gly 


Ser 


Ser 
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Val 


Val 


Gly Val 
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Ala 


Ser 


He 


Gin 


Thr 
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Ser 


He 


Thr 
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His 
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Phe 
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Cys 


Ala 
170 


Ser 


Arg 


He 


Val 


Asp 
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Cys 


Glu 
180 


Val 


Pro 


Ala 
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Leu 
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Lys 


Leu 


Ser 


Cys 


Ala 
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Asp 


Thr 


Cys 


Ala 


Tyr 


Glu 


Met 


Ala 
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Ser 


Thr 


Ser Gly Val 


Leu 


He 


Leu 


Met 
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200 










205 








Leu 


Pro 
210 
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Ser 
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He 


Ala 

215 
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Ser 


Tyr 


Gly 


His 
220 


Val 


Leu 


Gin 


Ala 


Val 


Leu 


Ser 


Met 
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Ser 


Glu 


Glu 


Ala 


Arg 
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Lys 


Ala 


Val 


Thr 


Thr 


225 










230 
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240 


Cys 


Ser 


Ser 


His 


He 


Thr 


Val 


Val 


Gly Leu 
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Ala 


Val 
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Met 
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Met 
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Pro 


Cys 
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Gin 
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Val 
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Ser 
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Ser 


Leu 
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Val 


Thr 


Pro 


Thr 


Leu 
285 


Asn 


Pro 


Leu 


He 


Tyr 
290 


Ser 


Leu 


Arg 
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Pro 
295 


Glu 


Val 


Trp 


Met 


Ala 
300 
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Val 


Lys 


Val 


Leu 


Ser 


Arg 


Ala 


Gly Leu 


Arg 


Gin 


Met 
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<210> 1584 
<211> 312 
<212> PRT 

<213> Unknown (H38g501 protein) 
<220> 

<223> Synthetic construct 



<400> 1584 
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Met 


Val 
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Met 
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Met 
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Met 
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Met 
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225 230 235 240 

Ser Ala His He He Val Val Thr Leu Phe Phe Gly Pro Cys He Phe 

245 250 255 

He Tyr Val Trp Pro Phe Ser Ser Leu Ala Ser Asn Lys Thr Leu Ala 

260 265 270 

Val Phe Tyr Thr Val He Thr Pro Leu Leu Asn Pro Ser He Tyr Thr 

275 280 285 

Leu Arg Asn Lys Lys Met Gin Glu Ala He Arg Lys Leu Arg Phe Gin 

290 295 300 

Tyr Val Ser Ser Ala Gin Asn Phe 
305 310 

<210> 1585 
<211> 325 
<212> PRT 

<213> Unknown (H3 8g502 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (325) 

<223> Xaa = Any Amino Acid 



<400> 1585 
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Ser 


Asp 


Leu 


Leu 


Leu 


Ala 


Ser 


Trp 


Thr 


Met 


Asp 


Phe 


Met 


His 


Thr 


Met 


Ser 


Gin 


He 


145 










150 










155 










160 


Val 


Leu 


Thr 


Val 


Thr 


Leu 


Pro 


Phe 


Cys 


Gly Leu 


Ser 


Val 


Val 


Asp 


He 










165 










170 










175 




Phe 


Val 


Cys 


Asp Val 


He 


Cys 


Leu 


Val 


He 


Lys 


Leu Ala Cys 


Thr 


Asp 








180 










185 










190 






Thr 


Tyr 


He 
195 


Leu 


Glu 


Leu 


Xaa 


Val 
200 


He 


Ala 


Asp 


Ser 


Gly 
205 


Leu 


Leu 


Ser 


Leu 


Leu Cy s 


Phe 


Met 


Phe 


Leu 


Leu 


He 


Ser 


Tyr 


Ser 


Thr 


Val 


Leu 


He 




210 










215 










220 










He 


He 


Xaa 


His 


His 


Ser 


Ser 


Arg Gly 


Ser 


Ser 


Lys 


Thr 


Leu 


Ser 


Thr 


225 










230 










235 










240 


Leu 


Ser 


Ala 


His 


He 


Met 


Val 


Val 


Val 


Leu 


Phe 


Phe Gly Ala 


Cys 


He 










245 










250 










255 




Phe 


Thr 


Cys 


Glu 
260 


Arg 


Pro 


Phe 


Ser 


Thr 

265 


Val 


Ser 


He 


Asp 


Ser 
270 


Val 


Phe 


Xaa 


Thr 


He 


Phe 


Ala 


Pro 


Leu 


Leu 


Asn 


Pro 


He 


He 


Tyr 


Thr 


Phe 


Arg 



275 280 285 
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Asn Asn Asp Met Lys Lys Ala Leu Arg Lys Met Lys lie Asn Phe Val 

290 295 300 

Ser Ser Arg Ser Thr Xaa Xaa Leu Lys Tyr Tyr Asn His Xaa Lys His 
305 310 315 320 

His His Tyr Cys Cys 
325 

<210> 1586 
<211> 312 
<212> PRT 

<213> Unknown (H38g503 protein) 
<220> 

<223> Synthetic construct 



<400> 1586 



Met 


Asp 


Glu 


Ala 


Asn 


His 


Ser 


Val 


Val 


Ser 


Glu 


Phe 


Val 


Phe 


Leu 


Gly 


1 






5 










10 










15 




Leu 


Ser 


Asp 


Ser 


Arg 


Lys 


He 


Gin 


Leu 


Leu 


Leu 


Phe 


Leu 


Phe 


Phe 


Ser 








20 










25 










30 






Val 


Phe 


Tyr 


Val 


Ser 


Ser 


Leu 


Met 


Gly Asn 


Leu 


Leu 


He 


Val 


Leu 


Thr 






35 










40 










45 








Val 


Thr 


Ser 


Asr> 


Pro 


Arg 


Leu 


Gin 


Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 


Ala 




50 










55 










60 










Asn 


Leu 


Ser 


He 


He 


Asn 


Leu 


Val 


Phe 


Cys 


Ser 


Ser 


Thr 


Ala 


Pro 


Lys 


65 










70 










75 










80 


Met 


He 


Tyr 


Asp 


Leu 


Phe 


Arg 


Lys 


His 


Lys 


Thr 


He 


Ser 


Phe 


Gly Gly 










85 










90 










95 




Cys 


Val 


Val 


Gin 


He 


Phe 


Phe 


He 


His 


Ala 


Val 


Gly 


Gly Thr Glu Met 






100 










105 










110 






Val 


Leu 


Leu 


He 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Lys 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Leu 


Thr 


He 


Met 


Asn 


Pro 


Gin 


Arg 


Cys 


He 


Leu 


Phe 




130 










135 










140 










Leu 


Val 


He 


Ser 


Trp 


He 


He 


Gly 


He 


He 


His 


Ser 


Val 


lie 


Gin 


Leu 


145 










150 










155 










160 


Ala 


Phe 


Val 


Val 


Asp 


Leu 


Leu 


Phe 


Cys 


Gly 


Pro 


Asn 


Glu 


Leu 


Asp 


Ser 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


Leu 


Pro 


Arg 


Phe 


He 


Lys 


Leu 


Ala 


Cys 


He 


Glu 


Thr 








180 










185 










190 






Tyr 


Thr 


Leu 


Gly 


Phe 


Met 


Val 


Thr 


Ala 


Asn 


Ser 


Gly 


Phe 


He 


Ser 


Leu 




195 










200 










205 








Ala 


Ser 


Phe 


Leu 


He 


Leu 


He 


He 


Ser 


Tyr 


He 


Phe 


He 


Leu 


Val 


Thr 




210 










215 










220 










Val 


Gin 


Lys 


Lys 


Ser 


Ser 


Gly 


Gly 


He 


Phe 


Lys 


Ala 


Phe 


Ser 


Met 


Leu 


225 










230 










235 










240 


Ser 


Ala 


His 


Val 


He 


Val 


Val 


Val 


Leu 


Val 


Phe 


Gly 


Pro 


Leu 


He 


Phe 










245 










250 










255 




Phe 


Tyr 


He 


Phe 


Pro 


Phe 


Pro 


Thr 


Ser 


His 


Leu 


Asp 


Lys 


Phe 


Leu 


Ala 








260 










265 










270 






He 


Phe 


Asp 


Ala 


Val 


He 


Thr 


Pro 


Val 


Leu 


Asn 


Pro 


Val 


He 


Tyr 


Thr 






275 










280 










285 








Phe 


Arg 


Asn 


Lys 


Glu 


Met 


Met 


Val 


Ala 


Met 


Arg 


Arg 


Arg 


Cys 


Ser 


Gin 




290 










295 










300 










Phe 


Val 


Asn 


Tyr 


Ser 


Lys 


He 


Phe 



















305 310 



<210> 1587 
<211> 322 
<212> PRT 

<213> Unknown (H38g504 protein) 
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<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(322) 

<223> Xaa = Any Amino Acid 



<400> 1587 



McC 


Asn 


Arg 


Asp 


Asn 


Gin 


oci 


val 


val 


Ser 


Glu 


Phe 


Val 


Leu 


Leu Gly 


1 








5 










10 










15 


Leu 


Ser 


Asn 


Car 


Trp Glu 


1 1c 


Lys 


Tl #=» 
lie 


rile 


Leu 


Phe 


Cys 


Phe 


Ser Cys 








A u 




















30 




Leu 


-|->V. _ 

Pne 


Tyr 


vai 


Ser Gly 


vai 




Til 

nla 


Asn 


T on 


He 


Val 


Val 


Val He 






35 










A A 










45 






val 


Thr 


Ser 


ASp 


Pro 


Tyr 


Leu 


MIS 


Ser 


Cor 


Leu 


Tyr 


He 


Leu 


Titni Ala 




50 










r- r" 

55 










60 








Asn 


Leu 


Ser 


val 


He Asp 


Leu 


l nr 


jrne 


Cys 


Ser 


He 


Ala 


Ala 


arrr T ,uq 


65 










70 










/ D 








HO 


Met 


He 


Cys 


Asp 


He 


Phe 


Arg 


Lys 


bin 


Lys 


vai 


He 


Ser 


xr xitr 












85 










y u 










QC 


Cys 


Val 


Ala 


Gin 


He 


Phe 


Phe 


Ser 


HIS 


Ala 


vai 


Gly Gly 


1 I1X 








100 










103 










lift 
11 u 




Val 


Leu 


Leu 


He 


Ala 


Met 


Ala 


Phe 


Asp 


Arg 


Tyr 


Val 


Ala 


vai 


f y T ^ T 

Lys bys 






115 










120 










125 






Pro 


Leu 


His 


Tyr 


Leu 


Thr 


He 


Met 


His 


Pro 


Arg 


Met 


Cys 


Tip 

lie 


XT 

Leu lie 




130 










135 










140 








Leu 


Val 


Ala 


Ser 


Trp Ala 


He 


Gly 


Leu 


lie 


HIS 


Ser 


Leu 


val 


Cl. T r\ T .di i 

V3 X 1 1 LlCU 


145 










150 










IDD 








i Q \J 


Ser 


Pne 


Val 


val 


Asn 


Leu 


Pro 


Phe 


Cys 


oiy 


Pro 


Asn 


Val 


Leu 


AV£>^J OCX 










165 










1 /U 












Phe 


Tyr 


Cys 


Asp 


He 


Pro 


Gin 


Leu 


lie 


Lys 


Leu 


Ala 


Cys 


Alii 










ion 










1 O J 










190 




Tyr 


Lys 


Leu 


Gin 


Phe 


Met 


Val 


Thr 


Ala 


Asn 


Ser 


Gly 


Phe 


He 








195 










200 










205 






Ser 


Ala 


Phe 


Phe 


Leu 


Leu 


He 


Leu 


Ser 


Tyr 


He 


Phe 


He 


Leu 


Ala Thr 




210 










215 










220 








Leu 


Gin 


Lys 


His 


Ser 


Ser 


Gly Gly 


Ser 


Ser 


Lys 


Ala 


Val 


Ser 


Thr Leu 


225 










230 










235 








240 


Ser 


Ala 


His 


He 


Thr 


Val 


Val 


Val 


Leu 


Phe 


Phe 


Gly 


Pro 


Leu 


He Phe 










245 










250 










255 


Phe 


Tyr 


Val 


Trp 


Pro 


Ser 


Pro 


Pro 


Thr 


His 


Leu 


Asn 


Lys 


Phe 


Leu Ala 








260 










265 










270 




lie 


Phe 


Asp 


Ala 


He 


Phe 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Val 


He 


Tyr Thr 






275 










280 










285 






Phe 


Arg 


Asn 


Arg 


Glu 


Met 


Lys 


He 


Ala 


He 


Arg 


Arg 


Val 


Phe 


Gly Gin 




290 










295 










300 








Phe 


Met 


Gly 


Phe 


Arg 


Lys 


Thr 


Thr 


Xaa 


Val 


Ala 


Leu 


Leu 


Lys 


His Arg 


305 










310 










315 








320 


He 


Ser 





























<210> 1588 
<211> 291 
<212> PRT 

<213> Unknown (H3 8g505 protein) 
<220> 

<223> Synthetic construct 
<400> 1588 
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Met Val Gly Ala Asn His Ser Val Val Ser Glu Phe Val Phe Leu Gly 

15 10 15 

Leu Thr Asn Ser Trp Glu lie Arg Leu Leu Leu Leu Val Phe Ser Ser 

20 25 30 

Met Phe Tyr Met Ala Ser Met Met Gly Asn Ser Leu lie Leu Leu Thr 

35 40 45 

Val Thr Ser Asp Pro His Leu His Ser Pro Met Tyr Phe Leu Leu Ala 

50 55 60 

Asn Leu Ser Phe lie Asp Leu Gly Val Ser Ser Val Thr Ser Pro Lys 
65 70 75 80 

Met lie Tyr Asp Leu Phe Arg Lys His Glu Val He Ser Phe Gly Gly 

85 90 95 

Cys He Ala Gin He Phe Phe He His Val He Gly Gly Val Glu Met 

100 105 no 

Val Leu Leu He Ala Met Ala Phe Asp Arg Tyr Val Ala He Cys Lys 

115 120 125 

Pro Leu Gin Tyr Leu Thr He Met Ser Pro Arg Met Cys Met Phe Phe 

130 135 140 

Leu Val Ala Ala Trp Val Thr Gly Leu lie His Ser Val Val Gin Leu 
145 150 155 160 

Val Phe Val Val Asn Leu Pro Phe Cys Gly Pro Asn Val Ser Asp Ser 

165 170 175 

Phe Tyr Cys Asp Leu Pro Arg Phe He Lys Leu Ala Cys Thr Asp Ser 

180 185 190 

Tyr Arg Leu Glu Phe Met Val Thr Ala Asn Ser Gly Phe He Ser Leu 

195 200 205 

Gly Ser Phe Phe He Leu He He Ser Tyr Val Val He He Leu Thr 

210 215 220 

Val Leu Lys His Ser Ser Ala Gly Leu Ser Lys Ala Leu Ser Thr Leu 
225 230 235 240 

Ser Ala His Val Ser Val Val Val Leu Phe Phe Gly Pro Leu He Phe 

245 250 255 

Val Tyr Thr Trp Pro Ser Pro Ser Thr His Leu Asp Lys Phe Leu Ala 

260 265 270 

He Phe Asp Ala Val Leu Thr Pro Val Leu Asn Pro He He Tyr Thr 

275 280 285 

Phe Arg Asn 
290 

<210> 1589 
<211> 312 
<212> PRT 

<213> Unknown (H3 8g506 protein) 
<220> 

<223> Synthetic construct 
<400> 1589 

Met Asn Gly Met Asn His Ser Val Val Ser Glu Phe Val Phe Met Gly 

1 5 10 15 

Leu Thr Asn Ser Arg Glu He Gin Leu Leu Leu Phe Val Phe Ser Leu 

20 25 30 

Leu Phe Tyr Phe Ala Ser Met Met Gly Asn Leu Val He Val Phe Thr 

35 40 45 

Val Thr Met Asp Ala His Leu His Ser Pro Met Tyr Phe Leu Leu Ala 

50 55 60 

Asn Leu Ser He He Asp Met Ala Phe Cys Ser He Thr Ala Pro Lys 
65 70 75 80 

Met He Cys Asp He Phe Lys Lys His Lys Ala He Ser Phe Arg Gly 

85 90 95 

Cys He Thr Gin He Phe Phe Ser His Ala Leu Gly Gly Thr Glu Met 
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100 105 110 



Val 


Leu 


Leu 
115 


He 


Ala 


Met 


Ala 


Phe 
120 


Asp 


Arg 


Tyr 


Met 


Ala 
125 


He 


Cys 


Lys 


Pro 


Leu 
130 


His 


Tyr 


Leu 


Thr 


He 
135 


Met 


Ser 


Pro 


Arg 


Met 
140 


Cys 


Leu 


Tyr 


Phe 


Leu 


Ala 


Thr 


Ser 


Ser 


He 


He 


Glv 


Leu 


He 


His 


Ser 


Leu 


Val 


Gin 


Leu 


145 










150 










155 










160 


Val 


Phe 


Val 


Val 


Asp Leu 


Pro 


Phe 


Cvs 


Gly 


Pro 


Asn 


He 


Phe 


Asp 


Ser 










165 










170 










175 




Phe 


Tyr 


Cys 


Asp 
180 


Leu 


Pro 


Arg 


Leu 


Leu 
185 


Arg 


Leu 


Ala 


Cys 


Thr 
190 


Asn 


Thr 


Gin 


Glu 


Leu 

J» ^ ««J 


Glu 


Phe 


Met 


Val 


Thr 
200 


Val 


Asn 


Ser 


Gly 


Leu 
205 


He 


Ser 


Val 


Gly 




Phe 


Val 


Leu 


Leu 


Val 


He 


Ser 


Tvr 

Jr 


He 


Phe 


He 


Leu 


Phe 


Thr 


21 0 

^ X *J 










215 










220 










Val 


Trp 


Lys 


His 


Ser Ser Gly Gly 


Leu 


Ala 


Lys 


Ala 


Leu 


Ser 


Thr 


Leu 


225 










230 










235 










240 


Ser 


Ala 


His 


Val 


Thr 
245 


Val 


Val 


He 


Leu 


Phe 
250 


Phe 


Gly 


Pro 


Leu 


Met 
255 


Phe 


Phe 


Tyr 


Thr 


Trp 
260 


Pro 


Ser 


Pro 


Thr 


Ser 
265 


His 


Leu 


Asp 


Lys 


Tyr 
270 


Leu 


Ala 


He 


Phe 


Asp Ala 


Phe 


He 


Thr 


Pro 


Phe 


Leu 


Asn 


Pro 


Val 


He 


Tyr 


Thr 






275 










280 










285 








Phe 


Arg 
290 


Asn 


Lys 


Asp 


Met 


Lys 
295 


Val 


Ala 


Met 


Arg 


Arg 
300 


Leu 


Cys 


Ser 


Arg 


Leu 


Ala 


His 


Phe 


Thr 


Lys 


He 


Leu 



















305 310 



<210> 1590 
<211> 327 
<212> PRT 

<213> Unknown (H3 8g507 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (327) 

<223> Xaa = Any Amino Acid 



<400> 1590 



Met 


Glu 


Gin Arg 


Lys Asn 


Val 


Thr 


Glu 


Phe 


Val 


Leu 


Val 


Gly 


Leu 


Thr 


1 








5. 








10 










15 




Gin 


Ser 


Pro Gin Gly Gin 


Lys 


He 


Leu 


Phe 


Leu 


Val 


Phe 


Leu 


Leu 


He 








20 








25 










30 






Tyr 


Val 


Val 


Thr 


Met Val 


Gly 


Asn 


He 


Phe 


He 


Val 


Val 


Thr 


Val 


Val 






35 








40 










45 








Val 


Ser 


Pro 


Thr 


Leu Gly 


Cys 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly 


Tyr 


Leu 




50 








55 










60 










Ser 


Phe 


Met 


Asp 


Ala Val 


His 


Ser 


Thr 


Thr 


Val 


Thr 


Pro 


Asn 


Met 


He 


65 








70 










75 










80 


He 


Asp 


Leu 


Leu 


Tyr Glu 


Lys 


Lys 


Thr 


He 


Ser 


Phe 


Gin 


Ala 


Cys 


He 










85 








90 










95 




Thr 


Gin 


He 


Phe 


He Gly 


His 


Leu 


Phe 


Gly 


Gly 


Ala 


Glu 


He 


Leu 


Leu 








100 








105 










110 






Leu 


Val 


Val 


Met 


Ala Tyr 


Asp 


Gly 


Tyr 


Val 


Thr 


He 


Cys 


Lys 


Pro 


Leu 






115 








120 










125 








His 


Tyr 


Leu 


Thr 


He Met 


Asn 


Gin 


Arg 


Val 


Cys 


He 


Leu 


Leu 


Leu 


Leu 




130 








135 










140 










Leu 


Ala 


Trp Ala Gly Gly 


Phe 


Leu 


His 


Ala 


Val 


Val 


Gin 


Leu 


Leu 


Phe 


145 








150 










155 










160 
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Val 


Tyr Asn 


Leu 


Cys 


Asp 


Met 


Tyr 








180 


Thr 


Gly 


Leu 


Thr 






195 




Phe 


Met 


Leu 


Leu 




210 






Asn 


Leu 


Ser 


Gin 


225 








His 


lie 


Thr 


Val 


Val Arg 


Pro 


Pro 








260 


Tyr 


Thr 


Val 


He 






275 




Asn 


Ala 


Glu 


Met 




290 






Lys 


Xaa 


Gly 


Gly 


305 








Pro 


Ser 


Arg 


Lys 



Pro Phe Cys Gly 
165 

Pro Leu Leu Lys 

Val Val Ala Asn 
200 



Leu 


Phe 


Ser 


Tyr 






215 




Glu 


Gly 


Arg 


His 




230 






Val 


He 


Leu 


Phe 


245 








Leu 


Thr 


Leu 


Pro 


Thr 


Pro 


Met 


Leu 








280 


Lys 


Asn 


Ala 


Met 






295 




Asp 


Lys 


Cys 


He 




310 






Ala 


He 


Cys 




325 









Pro Asn Val He 
170 

Leu Ala Cys Thr 
185 

Asp Gly Ala He 

Gly Val He Leu 
220 

Lys Ala Leu Ser 
235 

Phe Val Pro Cys 
250 

He Asp Lys Ser 
265 

Asn Pro Leu He 

Lys Lys Leu Trp 
300 

He Tyr Phe Gin 
315 



Asp His Phe He 
175 

Asp Thr Tyr Val 
190 

Cys Val Val He 
205 

His Ser Leu Lys 

Thr Cys Gly Ser 
240 

He Phe Met Tyr 
255 

Leu Thr Val Phe 
270 

Tyr Thr Leu Arg 
285 

Thr Arg Lys Arg 

Xaa Arg Val Ala 
320 



<210> 1591 
<211> 306 
<212> PRT 

<213> Unknown (H38g508 protein) 
<220> 

<223> Synthetic construct 



<400> 1591 

Met Asn Leu Lys Asn Gly Ser Leu Val Thr Glu Phe He Leu Leu Gly 

15 10 15 

Phe Phe Gly Arg Trp Glu Leu Gin He Phe Phe Phe Val Thr Phe Ser 

20 25 30 

Leu He Tyr Gly Ala Thr Val Val Gly Asn He Leu He Met Val Thr 

35 40 45 

Val Thr Cys Ser Ser Thr Leu His Ser Pro Leu Tyr Phe Leu Leu Gly 

50 55 60 

Asn Leu Ser Phe Leu Asp Met Cys Leu Ser Thr Ala Thr Thr Pro Lys 
65 70 75 80 

Met Asp His Lys Thr He Ser Val Trp Gly Cys Val Thr Gin Lys Phe 

85 90 95 

Phe Met His Phe Phe Gly Ser Ala Glu Met Thr Leu Leu He He Met 

100 105 110 

Ala Phe Asp Arg Tyr Val Ala He Cys Lys Pro Leu His Tyr Arg Thr 

115 120 125 

He Met Ser His Lys Leu Leu Lys Gly Phe Ala He Leu Ser Trp He 

130 135 140 

He Gly Phe Leu His Ser He Ser Gin He Val Leu Thr Met Asn Leu 
145 150 155 160 

Pro Phe Cys Gly His Asn Val He Asn Asn He Phe Cys Asp Leu Pro 

165 170 175 

Leu Val He Lys Leu Ala Cys He Glu Thr Tyr Thr Leu Glu Leu Phe 

180 185 190 

Val He Ala Asp Ser Gly Leu Leu Ser Phe Thr Cys Phe He Leu Leu 

195 200 205 

Leu Val Ser Tyr He Val He Leu Val Ser Val Pro Lys Lys Ser Ser 

- 210 215 220 

His Gly Leu Ser Lys Ala Leu Ser Thr Leu Ser Ala His He He Val 
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225 230 235 240 

Val Thr Leu Phe Phe Gly Pro Cys He Phe He Tyr Val Trp Pro Phe 

245 250 255 

Ser Ser Leu Ala Ser Asn Lys Thr Leu Ala Val Phe Tyr Thr Val He 

260 265 270 

Thr Pro Leu Leu Asn Pro Ser He Tyr Thr Leu Arg Asn Lys Lys Met 

275 280 285 

Gin Glu Ala He Arg Lys Leu Arg Phe Gin Tyr Val Ser Ser Ala Gin 

290 295 300 

Asn Phe 
305 



<210> 1592 
<211> 336 
<212> PRT 

<213> Unknown (H3 8g509 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (336) 

<223> Xaa - Any Amino Acid 



<400> 1592 



Ser 


Thr 


Asp 


Pro 


Gin 


Asn 


Leu 


Thr 


Asp 


Val 


Ser 


He 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Thr 


Ser 


Glu 

20 


Asp 


Pro 


Glu 


Xaa 


Gin 

25 


Pro 


Val 


Leu 


Ala 


Gly 
30 


Leu 


Phe 


Leu 


Ser 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu Gly Asn Leu 


Leu 


He 


He 


Leu 






35 










40 










45 








Ala 


Val 
50 


Ser 


Pro 


Asp 


Ser 


His 
55 


Leu 


His 


Thr 


Pro 


Met 
60 


Tyr 


He 


Phe 


Phe 


Ser 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly Phe Thr 


Ser 


Thr 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


Thr 
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He 


Leu 


Arg 


He 


Gin 


Ser 


Ser 


Glu 


Gly 


225 










230 








Cys 


Ala 


Ser 


His 


Leu 
245 


Ala 


He 


Val 


Phe 


Phe 


Thr 


Tyr 


Val 
260 


Arg 


Pro 


He 


Ser 


Thr 
265 


Leu 


Val 


Ser 
275 


Val 


Leu 


Tyr 


Ser 


Val 
280 


Val 


He 


Tyr 


Thr 


Leu 


Arg Asn 


Lys 


Asp 


He 




290 










295 






Gly 


Ser 


Lys 


Trp 


Gin 


Pro 


Pro 


He 


Ser 


305 










310 









<210> 1598 
<211> 303 
<212> PRT 

<213> Unknown (H38g515 protein) 
<220> 

<223> Synthetic construct 



<400> 1598 



Met 


Arg 


Glu 


Phe 


Phe 


Leu 


Ser 


Gly 


Phe 


± 








5 










Ala 


Gly 


Leu 


Phe 
20 


Val 


Leu 


Phe 


Leu 


Phe 
25 


Gly 


Asn 


Val 


Leu 


He 


Met 


Val 


Thr 


Val 














40 




Ser 


Ser 

JV 


Pro 


Met 


Tyr 


Phe 


Leu 
55 


Leu 


Gly 


Cys 


Tyr 


Ser 


Thr 


Val 


Thr 


Thr 


Pro 


Lys 


65 










70 








His 


Glu 


Lys 


Leu 


He 
85 


Ser 


Tyr 


Asp 


Gin 


Leu 


His 


Phe 


Val 


Gly Ala Ala 


Glu 


Met 








100 










105 


Tyr 


Asp 


Arg 
115 


Tyr 


Val 


Ala 


He 


Cys 
120 


Arg 


Met 


Ser 


Arg 


Gly Leu Cys 


Cys 


Val 


Leu 




130 










135 






Gly 


Phe 


Val 


His 


Ser 


Thr 


Val 


Gin 


Thr 


145 










150 








Phe 


Cys 


Gly 


Pro 


Asn 
165 


Gin 


Val 


Glu 


Asn 


Val 


He 


Lys 


Leu 
180 


Ala 


Cys 


Ala 


Asp 


Thr 
185 


Val 


Ser 


Asn 
195 


Ser 


Gly 


Leu 


He 


Ser 
200 


Thr 


Ser 


Ser 
210 


Tyr 


Thr 


Thr 


He 


Leu 
215 


Val 


Lys 


Arg 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


Ala 


Ser 


225 










230 








Phe 


Phe 


Gly 


Pro 


Cys 
245 


He 


Phe 


He 


Tyr 


Ser 


Val 


Asp 


Lys 
260 


Met 


Val 


Ser 


Val 


Leu 
265 


Leu 


Asn 


Pro 
275 


Leu 


He 


Tyr 


Thr 


Leu 
280 


Arg 


Met 


Gin 
290 


Lys 


Leu 


Trp 


Val 


Arg 
295 


Asn 


Gly 
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Arg 


Arg 


Lys 


Ala 


Phe 


Ser 


Thr 




235 










240 


Leu 


Phe 


Tyr 


Gly 


Ser 


Ala 


He 


250 










255 




Tyr 


Ser 


Leu 


Lys 


Lys 


Asp 


Arg 










270 






Thr 


Pro 


Met 


Leu 


Asn 


Pro 


He 








285 








Lys 


Glu 


Ala 


Val 


Lys 


Thr 


He 






300 










Ser 


Leu 


Asp 


Ser 


Lys 


Leu 






315 












Ser 


Gin 


Thr 


Pro 


Ser 


He 


Glu 


10 










15 




Phe 


Tvr 


Met 


Ser 


He 


Trp 


Val 










30 






Ala 


Ser 


Asd 


Lvs 


Tvr 


Leu 


Asn 








45 








Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


Leu 






60 










Leu 


Leu 


Ala 


Asp 


Phe 


Phe 


Asn 




75 










80 


Cys 


He 


Val 


Gin 


Leu 


Phe 


Phe 


90 










95 




Phe 


Leu 


Leu 


Thr 


Val 


Met 


Ala 










110 






Pro 


Leu 


His 


Tyr 


Thr 


Thr 


Val 








125 








Val 


Ala 


Ala 


Ser 


Trp 


Met 


Gly 






140 










He 


Leu 


Thr 


Val 


His 


Leu 


Pro 




155 










160 


Phe 


Phe 


Cys 


Asp 


Val 


Pro 


Pro 


170 










175 




Phe 


Val 


He 


Glu 


Leu 


Leu 


Met 










190 






He 


Ser 


Phe 


Val 


Val 


Leu 


He 








205 








He 


Arg 


Ser 


Lys 


Glu 


Gly 


Arg 






220 










His 


Leu 


Met 


Val 


Val 


Thr 


Leu 




235 










240 


Ala 


Arg 


Pro 


Phe 


Ser 


Thr 


Phe 


250 










255 




Tyr Asn 


Val 


He 


Thr 


Pro 


Met 










270 






Asn 


Lys 


Glu 


Val 


Lys 


Ser 


Ala 








285 








Leu 


Thr 


Trp 


Lys 


Lys 


Gin 





300 
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<210> 1599 
<211> 315 
<212> PRT 

<213> Unknown (H38g516 protein) 
<220> 

<223> Synthetic construct 



<400> 1599 



Met 




Asn 


Val 


Thr 

X Hi 


i. Hi 


Met 


Asn 


Glu 


Phe 


Leu 


Leu 


Leu Gly Leu 


Thr 










c: 
_> 










10 










15 






Veto. 




ol LI 


Leu 




tr J. *»/ 


Phe 


Phe 


Phe 


Glv 


He 


Phe 


Leu 


He 


He 








z u 










25 










30 






Tyr 


Leu 


lie 


Asn 


Leu 


Tip 

lie 


uiy 


Asn Gly 


Ser 


Tip 
lie 


i-ifcr \X 


Val 


Met 


Val 


Val 






j -> 










40 










45 








T 

L6U 


oXu 


Pro 




Leu 


Hi e 
nis 


Ser 


Pro 


Met 


Tyr 


if lit: 


IT X ItS 


Leu Gly Asn 


Leu 




































Cys 


Leu 


Asp 


lie 


Ser 


Tyr 


Ser 


Ser 


Val 


inr 


Leu 


Pro 


Lys 


Leu 


Leu 












H ft 




















ftft 

O \J 


vai 


Asn 


Leu 


vai 


Cys 


Ser 


Arg 


Arg 


Ala 


He 


oer 


fne 


Leu Gly Cys 


Tl e 

lie 










D R 










90 










y b 




inr 


K3±n 


Leu 


MIS 


fne 


jfne 


MIS 


Phe 


Leu 


Gly 


oer 


i nr 


Glu 


Ala 


He 


L6U 








100 










105 










110 






Leu 


Ala 


lie 


Met 


Ala 


Pne 


Asp 


Arg 


Phe 


Val 


Ala 


lie 


Cys 


Asn 


Pro 


Leu 






115 










120 










125 








Arg 


Tyr 


Thr 


val 


lie 


Met 


Asn 


Pro 


Gin 


Val 


Cys 


Tift 

lie 


Leu 


Leu 


Ala 


Ala 




130 










1 J b 










1 A ft 

14U 










Ala 


Ala 


Trp 


Leu 


lie 


ser 


pne 


Phe 


Tyr Ala 


Leu 




His 


Ser 


Val 


lYiec 


14b 










i en 

lbu 










1DD 










lOU 


rnr 


Ala 


til «=• 

HIS 


Leu 


Ser 


fne 


Cys 


Gly Ser 


Gin 


Lys 


Leu 


Asn 


His 


Phe 












ire 
1D3 










170 










175 




Tyr 


Asp 


Vex A 


T 

Lys 


Pro 


Leu 


Leu 


Glu 


Leu 


Ala 


Cys 


OCX 


Asp 


Thr 


Leu 


Leu 








i o ft 
loU 










185 










190 






Asn 


Gin 


Trp 


Leu 


Leu 


Ser 


He 


Val 


Thr Gly 


Ser 


He 


Ser 


Met 


Gly 


Ala 






195 










200 










205 








Phe 


Phe 


Leu 


Thr 


Leu 


Leu 


Ser 


Cys 


Phe 


Tyr 


Val 


He 


Gly 


Phe 


Leu 


Leu 




210 










215 










220 










Phe 


Lys 


Asn 


Arg 


Ser 


Cys 


Arg 


He 


Leu 


His 


Lys 


Ala 


Leu 


Ser 


Thr 


Cys 


225 










230 










235 










240 


Ala 


Ser 


His 


Phe 


Met 


Val 


Val 


Cys 


Leu 


Phe 


Tyr 


Gly 


Pro 


Val 


Gly 


Phe 










245 










250 










255 




Thr 


Tyr 


He 


Arg 


Pro 


Ala 


Ser 


Ala 


Thr 


Ser 


Met 


He 


Gin 


Asp 


Arg 


He 








260 










265 










270 






Met 


Ala 


He 


Met 


Tyr 


Ser 


Ala 


Val 


Thr 


Pro 


Val 


Leu 


Asn 


Pro 


Leu 


He 






275 










280 










285 








Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Met 


Met 


Ala 


Leu 


Lys 


Lys 


He 


Phe 




290 










295 










300 










Gly 


Arg 


Lys 


Leu 


Phe 


Lys 


Asp 


Trp Gin Gin His 












305 










310 










315 













<210> 1600 
<211> 322 
<212> PRT 

<213> Unknown (H38g517 protein) 
<220> 

<223> Synthetic construct 
<400> 1600 

Met Asn Glu Thr Asn His Ser Arg Val Thr Glu Phe Val Leu Leu Gly 
15 10 15 
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Leu Ser Ser Ser Arg Glu Leu Gin Pro Phe Leu Phe Leu Thr Phe Ser 

20 25 30 

Leu Leu Tyr Leu Ala lie Leu Leu Gly Asn Phe Leu lie lie Leu Thr 

35 40 45 

Val Thr Ser Asp Ser Arg Leu His Thr Pro Met Tyr Phe Leu Leu Ala 

50 55 60 

Asn Leu Ser Phe He Asp Val Cys Val Ala Ser Phe Ala Thr Pro Lys 
65 70 75 80 

Met He Ala Asp Phe Leu Val Glu Arg Lys Thr He Ser Phe Asp Ala 

85 90 95 

Cys Leu Ala Gin He Phe Phe Val His Leu Phe Thr Gly Ser Glu Met 

100 105 HO 

Val Leu Leu Val Ser Met Ala Tyr Asp Arg Tyr Val Ala He Cys Lys 

115 120 125 

Pro Leu His Tyr Met Thr Val Met Ser Arg Arg Val Cys Val Val Leu 

130 135 140 

Val Leu He Ser Trp Phe Val Gly Phe He His Thr Thr Ser Gin Leu 
145 150 155 160 

Ala Phe Thr Val Asn Leu Pro Phe Cys Gly Pro Asn Lys Val Asp Ser 

165 170 175 

Phe Phe Cys Asp Leu Pro Leu Val Thr Lys Leu Ala Cys He Asp Thr 

180 185 190 

Tyr Val Val Ser Leu Leu He Val Ala Asp Ser Gly Phe Leu Ser Leu 

195 200 205 

Ser Ser Phe Leu Leu Leu Val Val Ser Tyr Thr Val He Leu Val Thr 

210 215 220 

Val Arg Asn Arg Ser Ser Ala Ser Met Ala Lys Ala Arg Ser Thr Leu 
225 230 235 240 

Thr Ala His He Thr Val Val Thr Leu Phe Phe Gly Pro Cys He Phe 

245 250 ^ 255 

He Tyr Val Trp Pro Phe Ser Ser Tyr Ser Val Asp Lys Val Leu Ala 

260 265 270 

Val Phe Tyr Thr He Phe Thr Leu He Leu Asn Pro Val He Tyr Thr 

275 280 285 

Leu Arg Asn Lys Glu Val Lys Ala Ala Met Ser Lys Leu Lys Ser Arg 

290 295 300 

Tyr Leu Lys Pro Ser Gin Val Ser Val Val He Arg Asn Val Leu Phe 
305 310 315 320 

Leu Glu 



<210> 1601 
<211> 197 
<212> PRT 

<213> Unknown (H38g518 protein) 
<220> 

<223> Synthetic construct 
<400> 1601 

Glu Arg Leu Leu Leu Pro Met Tyr Cys Phe Leu Thr He Leu Ser Ala 

1 5 10 15 

Thr Asp Leu Gly Leu Ser He Ser Thr Leu Val Thr Met Leu Ser He 

20 25 30 

Phe Trp Phe Asn Val Arg Glu He Ser Phe Asn Ala Cys Leu Ser His 

35 40 45 

Met Phe Phe He Lys Phe Phe Thr Val Met Glu Ser Ser Val Leu Leu 

50 55 60 

Ala Met Ala Phe Asp Arg Phe Val Ala Val Ser Asn Pro Leu Arg Tyr 
65 70 75 80 

Ala Met He Leu Thr Asp Ser Arg He Ala Gin He Gly Val Ala Ser 
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85 90 95 



Val 


He 


Arg 


Gly 


Leu 


Leu 


Met 


Leu 


Thr 


Pro 


Met 


Val Ala 


Leu 


Leu 


He 






100 










105 








110 






Airy 


Leu 


Ser 


Tvr 


Cvs 


His 


Ser 


Arg 


Val 


Leu 


His 


His Ser 


Tyr 


Cys 


Tyr 




115 










120 








125 








His 


Pro 


Asp 


Val 


Met 


Lys 


Phe 


Ser 


Cys 


Thr Asp Ala Arg 


He 


Asn 


Ser 




130 










135 










140 








Ala 


Val 


Gly 


Leu 


Thr 


Ala 


Met 


Phe 


Ser 


Thr 


Val 


Gly Val Asp 


Leu 


Leu 


145 








150 










155 








160 


Leu 


He 


Leu 


Leu 


Ser 
165 


Tyr 


Val 


Leu 


He 


He 
170 


Arg 


Thr Val 


Leu 


Asn 
175 


Val 


Ala 


Ser 


Pro 


Glu 


Glu 


Arg Arg 


Lys 


Pro 


Phe 


Ser 


Thr Cys 


Val 


Ser 


His 








180 










185 








190 






He 


Gly 


Gly 
195 


Phe 


Cys 























<210> 1602 
<211> 313 
<212> PRT 

<213> Unknown (H38g519 protein) 
<220> 

<223> Synthetic construct 



<400> 1602 



Met 


Ser 


Pro 


Glu 


Asn 


pi _ 
w>±n 


D6I 


Ser 


Val 


Ser 


Glu 


Phe 


Leu 


Leu 


Leu 


Glv 


1 








c 

b 










10 










15 




Leu 


Pro 


He 


Arg 


Pro 


Glu 


Gin 


Gin 


Ala 
25 


Val 


Phe 


Phe 


Thr 


Leu 
30 


Phe 


Leu 


Gly 


Met 


Tyr 


Leu 


Thr 


Thr 


Val 


Leu 


Gly Asn 


Leu 


Leu 


He 


Met 


Leu 


Leu 




35 










40 










45 








He 


Gin 


Leu 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ser 




50 








55 










60 










His 


Leu 


Ala 


Leu 


Thr 


Asp 


He 


Ser 


Phe 


Ser 


Ser 


Val 


Thr 


Val 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Met 


Asp 


Met 


Arg 


Thr 


Lys 


Tyr 


Lys 


Ser 


He 


Leu 


Tyr 


Glu 


Glu 








85 










90 










95 




Cys 


He 


Ser 


Gin 


Met 


Tyr 


Phe 


Phe 


He 


Phe 


Phe 


Thr 


Asp 


Leu 


Asp 


Ser 






100 










105 










110 






Phe 


Leu 


He 
115 


Thr 


Ser 


Met 


Ala 


Tyr 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


He 


Cys 


His 


Pro 


Leu 
130 


His 


Tyr 


Thr 


Val 


He 
135 


Met 


Arg 


Glu 


Glu 


Leu 
140 


Cys 


Val 


Phe 


Leu 


Val 


Ala 


Val 


Ser 


Trp 


He 


Leu 


Ser 


Cys 


Ala 


Ser 


Ser 


Leu 


Ser 


His 


Thr 


145 










150 










155 










160 


Leu 


Leu 


Leu 


Thr 


Arg 
165 


Leu 


Ser 


Phe 


Cys 


Ala 
170 


Ala 


Asn 


Thr 


He 


Pro 
175 


His 


Val 


Phe 


Cys 


Asp 


Leu 


Ala 


Ala 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 


Ser 


Asp 


He 






180 










185 










190 






Phe 


Leu 


Asn 


Glu 


Leu 


Val 


Met 


Phe 


Thr Val Gly Val Val Val 


He 


Thr 






195 










200 










205 








Leu 


Pro 
210 


Phe 


Met 


Cys 


He 


Leu 
215 


Val 


Ser 


Tyr 


Gly 


Tyr 
220 


He 


Gly 


Ala 


Thr 


He 


Leu 


Arg 


Val 


Pro 


Ser 


Thr 


Lys 


Gly 


He 


His 


Lys 


Ala 


Leu 


Ser 


Thr 


225 








230 










235 










240 


Cys 


Gly 


Ser 


His 


Leu 


Ser 


Val 


Val 


Ser 


Leu 


Tyr 


Tyr 


Gly 


Ser 


He 


Phe 






245 










250 










255 




Gly 


Gin 


Tyr 


Leu 


Phe 


Pro 


Thr 


Val 


Ser 


Ser 


Ser 


He 


Asp 


Lys 


Asp 


Val 




260 










265 










270 






He 


Val 


Ala 
275 


Leu 


Met 


Tyr 


Thr 


Val 
280 


Val 


Thr 


Pro 


Met 


Leu 
285 


Asn 


Pro 


Phe 
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lie Tyr Ser Leu Arg Asn Arg Asp Met Lys Glu Ala Leu Gly Lys Leu 

290 295 300 

Phe Ser Arg Ala Thr Phe Phe Ser Trp 
305 310 

<210> 1603 
<211> 196 
<212> PRT 

<213> Unknown (H38g520 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (196) 

<223> Xaa = Any Amino Acid 



<400> 1603 




























Arg 


Leu 


Leu 


Leu 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly 


Asn 


Leu 


Ser 


Leu 


Leu 


1 








5 










10 










15 




Asp 


Leu 


Cys 


Leu 
20 


Pro 


Ser 


He 


Pro 


Val 
25 


Pro 


Lys 


Met 


Leu 


Gin 
30 


Asn 


Leu 


Leu 


Thr 


Gin 
35 


Arg 


Xaa 


Thr 


He 


Ser 
40 


Met 


Trp 


Tyr 


Cys 


He 
45 


Val 


Gin 


Ser 


Phe 


Phe 
50 


Leu 


He 


Phe 


Ser 


Gly 
55 


Ser 


Thr 


Glu 


Ala 


Cys 
60 


Leu 


Leu 


Leu 


Ala 


Met 


Ala 


Cys 


Asp 


His 


Ser 


Thr 


Ser 


Asn 


Cys 


His 


Pro 


Arg 


Leu 


Asn 


Asp 


65 










70 










75 










80 


Val 


Val 


Met 


Asn 


Gin 
85 


Pro 


Val 


Cys 


Val 


Arg 
90 


Met 


Val 


He 


Ala 


Ala 
95 


Trp 


Ala 


Val 


Gly 


Phe 
100 


Leu 


Asn 


Ser 


Leu 


Thr 
105 


Lys 


Asn 


Leu 


Phe 


He 
110 


Tyr 


Asn 


Leu 


His 


Phe 
115 


Cys 


Gly 


Pro 


Ser 


Val 
120 


He 


Pro 


His 


Phe 


Cys 
125 


Cys 


Glu 


Leu 


Pro 


Ser 
130 


Leu 


Phe 


Pro 


Leu 


Ser 
135 


Cys 


He 


Asp 


Pro 


Ala 
140 


Ala 


Ser 


Glu 


Val 


Leu 


Pro 


Ala 


Gly 


Ser 


Cys 


Thr 


Leu 


Leu 


Gly 


Phe 


Val 


Thr 


Cys 


Arg 


Cys 


145 










150 










155 










160 


Val 


Leu 


Phe 


Ser 


Tyr 
165 


Ser 


Asn 


Thr 


He 


Ser 
170 


Ala 


Val 


Leu 


Ala 


He 
175 


Trp 


Phe 


Ser 


Glu 


Gly 
180 


Gin 


Gly 


Lys 


Ala 


Phe 
185 


Ser 


Thr 


Cys 


Ser 


Ser 
190 


His 


Leu 


Thr 


Val 


Val 
195 


Leu 



























<210> 1604 
<211> 306 
<212> PRT 

<213> Unknown (H38g521 protein) 
<220> 

<223> Synthetic construct 
<400> 1604 

Met Ser Pro Glu Asn Gin Ser Ser Val Ser Glu Phe Leu Leu Leu Gly 

15 10 15 

Leu Pro He Arg Pro Glu Gin Gin Ala Val Phe Phe Ala Leu Phe Leu 

20 25 30 

Gly Met Tyr Leu Thr Thr Val Leu Gly Asn Leu Leu He Met Leu Leu 

35 40 45 

He Gin Leu Asp Ser His Leu His Thr Pro Met Tyr Phe Phe Leu Ser 
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50 55 60 

His Leu Ala Leu Thr Asp lie Ser Phe Ser Ser Val Thr Val Pro Lys 
65 70 75 80 

Met Leu Met Asn Met Gin Thr Gin His Leu Ala Val Phe Tyr Lys Gly 

85 90 95 

Cys lie Ser Gin Thr Tyr Phe Phe lie Phe Phe Ala Asp Leu Asp Ser 

100 105 110 

Phe Leu lie Thr Ser Met Ala Tyr Asp Arg Tyr Val Ala lie Cys His 

115 120 125 

Pro Leu His Tyr Ala Thr lie Met Thr Gin Ser Gin Cys Val Met Leu 

130 135 140 

Val Ala Gly Ser Trp Val lie Ala Cys Ala Cys Ala Leu Leu His Thr 
145 150 155 160 

Leu Leu Leu Ala Gin Leu Ser Phe Cys Ala Asp His lie lie Pro His 

165 170 175 

Tyr Phe Cys Asp Leu Gly Ala Leu Leu Lys Leu Ser Cys Ser Asp Thr 

180 185 190 

Ser Leu Asn Gin Leu Ala lie Phe Thr Ala Ala Leu Thr Ala lie Met 

195 200 205 

Leu Pro Phe Leu Cys lie Leu Val Ser Tyr Gly His lie Gly Val Thr 

210 215 220 

lie Leu Gin lie Pro Ser Thr Lys Gly lie Cys Lys Ala Leu Ser Thr 
225 230 235 240 

Cys Gly Ser His Leu Ser Val Val Thr lie Tyr Tyr Arg Thr lie lie 

245 250 255 

Gly Leu Tyr Phe Leu Pro Pro Ser Ser Asn Thr Asn Asp Lys Asn lie 

260 265 270 

lie Ala Ser Val He Tyr Thr Ala Val Thr Pro Met Leu Asn Pro Phe 

275 280 285 

He Tyr Ser Leu Arg Asn Lys Asp He Lys Gly Ala Leu Arg Lys Leu 

290 295 300 

Leu Ser 
305 

<210> 1605 
<211> 197 
<212> PRT 

<213> Unknown (H38g522 protein) 
<220> 

<223> Synthetic construct 
<400> 1605 

Leu Leu Leu Pro Met Tyr Phe Phe Leu Gly Asn Leu Ser Leu Met Asp 

15 10 15 

He Cys Gly Thr Ser Ser Phe Val Pro Leu He Leu Asp Asn Phe Leu 

20 25 30 

Glu Thr Gin Arg Thr He Ser Phe Pro Gly Cys Ala Leu Gin Met Tyr 

35 40 45 

Leu Thr Leu Ala Leu Gly Ser Thr Glu Cys Leu Leu Leu Ala Val Met 

50 55 60 

Ala Tyr Asp Arg Tyr Val Ala He Cys Gin Pro Leu Arg Tyr Pro Glu 
65 70 75 80 

Leu Met Ser Gly Gin Thr Cys Met Gin Met Ala Ala Leu Ser Trp Gly 

85 90 95 

Thr Gly Phe Ala Asn Ser Leu Leu Gin Ser He Leu Val Trp His Leu 

100 105 110 

Pro Phe Cys Gly His Val He Asn Tyr Phe Tyr Glu He Leu Ala Val 

115 120 125 

Leu Lys Leu Ala Cys Gly Asp He Ser Leu Asn Ala Leu Ala Leu Met 
130 135 140 
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Val Ala Thr Ala Val Leu Thr Leu Ala 
145 150 
Ser Tyr Leu Phe lie Leu Ser Ala lie 
165 

Gly Arg Cys Lys Ala Phe Ser Thr Cys 
180 185 
Val Val Phe Tyr Gly 
195 

<210> 1606 
<211> 328 
<212> PRT 

<213> Unknown (H38g523 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (328) 

<223> Xaa = Any Amino Acid 



<400> 1606 



Val Asn Gly Trp 


Ser 


Asn 


Lys 


Ser 


Val 


Val 


Thr 


Glu 


Phe 


Asn 


Leu 


Leu 


1 








5 










10 










15 




Gly Leu 


Ser 


Ser 


Ser 


Trp 


Glu 


Leu 


Gin 


Val 


Phe 


Phe 


Phe 


Phe 


He 


Phe 








20 










25 










30 






Ser 


Val 


Phe 


Tyr 


Gly 


Ala 


Ala 


Val 


Leu 


Gly Asn 


He 


Leu 


He 


He 


He 






35 










40 










45 








Thr 


Val 


He 


He 


Asp 


Ser 


His 


Leu 


His 


Ser 


Pro 


Met 


Tyr 


Phe 


Leu 


Leu 




50 










55 










60 










Ser 


Asn 


Leu 


Ser 


Ser 


He 


Asp 


Val 


Cys 


Gin 


Ala 


Thr 


Phe 


Ala 


Thr 


Pro 


65 










70 










75 










80 


Lys 


Met 


He 


Ala 


Asp 


Phe 


Leu 


Asn 


Glu 


His 


Lys 


Thr 


Thr 


Thr 


Phe 


Gin 










85 










90 










95 




Gly Cys 


Met 


Ser 


Gin 


He 


Phe 


Phe 


Leu 


His 


Val 


Phe 


Gly Gly 


Ser 


Glu 








100 










105 










110 






Met 


Val 


Leu 


Leu 


Val 


Ala 


Met 


Ala 


Tyr 


Asp Arg 


Tyr 


He 


Ala 


He 


Cys 






115 










120 










125 








Lys 


Pro 


Leu 


His 


Tyr 


Met 


Thr 


He 


Met 


Asn 


Arg 


Arg 


Val 


Xaa 


Thr 


Val 




130 










135 










140 










Leu 


Val 


Gly Val 


Ser 


Trp Ala 


He Gly 


He 


Ser 


His 


Ser 


Ala 


Thr 


His 


145 










150 










155 










160 


Leu 


Ala 


Phe 


Lys 


Val 


Asn 


Leu 


Pro 


Phe 


Cys 


Gly 


Pro 


Asn 


Arg 


Val 


Asp 










165 










170 










175 




Asn 


Phe 


Phe 


Cys 


Asp 


Leu 


Leu 


Leu 


Val 


He 


Lys 


Leu 


Ala 


Cys 


Leu 


Asp 








180 










185 










190 






Thr 


Tyr 


Gly 


Phe 


Glu 


He 


Leu 


Val 


Leu 


Thr 


Asn 


Ser 


Gly 


Leu 


Leu 


Ser 






195 










200 










205 








Leu 


Met 


Cys 


Phe 


Leu 


Leu 


Leu 


Leu 


He 


Ser 


Asp 


Thr 


He 


He 


Leu 


Ala 




210 










215 










220 










Thr 


Val 


His 


Arg 


Gin 


Ala 


Ser 


Asp Gly Met 


Ser 


Lys 


Ala 


Leu 


Ser 


Thr 


225 










230 










235 










240 


Leu 


Ser 


Ala 


His 


He 


Thr 


Val 


Val 


Leu 


Leu 


Phe 


Phe 


Gly 


Pro 


Leu 


He 










245 










250 










255 




Phe 


He 


Tyr 


He 


Trp 


Pro 


Phe 


Glu 


Ser 


Phe 


Pro 


He 


Asp 


Lys 


Phe 


He 








260 










265 










270 






Ser 


Val 


Phe 


Phe 


Thr 


Val 


Phe 


Thr 


Pro 


Leu 


Leu 


Asn 


Pro 


Met 


He 


Tyr 






275 










280 










285 








Thr 


Leu 


Arg 


Asn 


Lys 


Asp 


He 


Lys 


Glu 


Ala 


Met 


Arg 


Lys 


Leu 


Arg 


Arg 




290 










295 










300 










Xaa 


His 


Val 


Gly 


Ser 


Lys 


Gin 


Gly 


Phe 


Xaa 


Thr 


Thr 


Thr 


Lys 


Lys 


Xaa 



Pro Leu Leu Leu He Cys Leu 
155 160 
Leu Arg Val Pro Ser Ala Ala 
170 175 
Ser Ala His Arg Thr Val Val 
190 
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305 310 315 320 

Tyr Lys Phe Leu Leu Leu Gly Phe 
325 

<210> 1607 
<211> 260 
<212> PRT 

<213> Unknown (H38g524 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...<260) 

<223> Xaa = Any Amino Acid 

<400> 1607 

Met Tyr Phe Phe Leu Ser Phe Leu Ser Leu Thr Asp He Cys Phe Thr 

1 5 10 15 

Thr Ser Val Val Pro Lys Met Leu Met Asn Phe Leu Ser Glu Lys Lys 

20 25 30 

Thr He Ser Tyr Ala Gly Cys Leu Thr Gin Met Tyr Phe Leu Tyr Ala 

35 40 45 

Leu Gly Asn Ser Asp Ser Cys Leu Leu Ser Xaa Met Ala Phe Asp Arg 

50 55 60 

Tyr Val Ala Val Cys Asp Pro Phe His Tyr Val Thr Thr Met Ser His 
65 70 75 80 

His His Cys Val Leu Leu Val Ala Phe Ser Cys Ser Phe Thr Tyr Leu 

85 90 95 

His Ser Leu Leu His Thr Leu Leu Leu Asn Arg Leu Thr Phe Cys Asp 

100 105 110 

Ser Asn Val He His His Phe Leu Cys Asp Leu Ser Pro Val Leu Lys 

115 120 125 

Leu Ser Cys Ser Ser He Phe Val Asn Glu He Val Gin Met Thr Glu 

130 135 140 

Ala Pro He Val Leu Val Thr Arg Phe Leu Cys He Ala Phe Ser Tyr 
145 150 155 160 

lie Arg He Leu Thr Thr Val Leu Lys He Pro Ser Thr Ser Gly Lys 

165 170 175 

Arg Lys Ala Phe Ser Thr Cys Gly Phe Tyr Leu Thr Val Val Thr Leu 

180 185 190 

Phe Tyr Gly Ser He Phe Cys Val Tyr Leu Gin Pro Pro Ser Thr Tyr 

195 200 205 

Ala Val Lys Asp His Val Ala Thr He Val Tyr Thr Val Leu Ser Ser 

210 215 220 

Met Leu Asn-Pro Phe He Tyr Ser Leu Arg Asn Lys Asp Leu Lys Gin 
225 230 235 240 

Gly Leu Arg Lys Leu Met Ser Lys Arg Ser Xaa Glu Ala Pro Ser Xaa 
245 250 255 

Lys Thr Arg Lys 
260 

<210> 1608 
<211> 192 
<212> PRT 

<213> Unknown (H38g525 protein) 
<220> 

<223> Synthetic construct 
<400> 1608 



864 



BNSOCCID: <WO 0127158A2_I_> 



WO 01/27158 



PCT/US00/27582 



Tyr 


Tyr 


Tyr 


Tyr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Cys 


Asn 


Leu 


Ser 


Phe 


Leu 


1 








5 










10 










15 




Asp 


Met 


Ser 


Phe 


Thr 


Thr 


Ser 


He 


Val 


Pro 


Gin 


Leu 


Leu 


Ala 


Asn 


Leu 






20 










25 










30 






Trp 


Gly 


Pro 


Gin 


Lys 


Thr 


He 


Ser 


Tyr 


Gly 


Gly 


Cys 


Val 


Val 


Gin 


Phe 




35 










40 










45 








Tyr 


He 


Ser 


His 


Trp 


Leu 


Gly 


Ala 


Thr 


Glu 


Cys 


Val 


Leu 


Leu 


Ala 


Thr 


50 










55 










60 










Met 


Ser 


Tyr 


Asp 


Arg 


Tyr 


Ala 


Ala 


He 


Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Thr 


65 










70 










75 










80 


Val 


He 


Met 


His 


Pro 
85 


Gin 


Leu 


Cys 


Leu 


Gly 
90 


Leu 


Ala 


Leu 


Ala 


Ser 
95 


Trp 


Leu 


Gly 


Gly 


Leu 
100 


Thr 


Thr 


Ser 


Met 


Val 
105 


Gly 


Ser 


Thr 


Leu 


Thr 
110 


Met 


Leu 


Leu 


Pro 


Leu 
115 


Cys 


Gly 


Asn 


Asn 


Cys 
120 


He 


Asp 


His 


Phe 


Phe 
125 


Cys 


Glu 


Met 


Pro 


Leu 
130 


He 


Met 


Gin 


Leu 


Ala 
135 


Cys 


Val 


Asp 


Thr 


Ser 
140 


Leu 


Asn 


Glu 


Met 


Glu 


Met 


Tyr 


Leu 


Ala 


Ser 


Phe 


Val 


Phe 


Val 


Val 


Leu 


Pro 


Leu 


Gly 


Leu 


145 










150 










155 










160 


lie 


Leu 


Val 


Ser 


Tyr 
165 


Gly 


His 


He 


Ala 


Glu 
170 


Ala 


Gly 


Leu 


Lys 


Asn 
175 


Lys 


Ser 


Ala 


Glu 


Gly 
180 


Arg 


Arg 


Lys 


Ala 


Phe 
185 


Asn 


Thr 


Cys 


Ser 


Phe 
190 


His 


Val 



<210> 1609 
<211> 310 
<212> PRT 

<213> Unknown (H38g526 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (310) 

<223> Xaa = Any Amino Acid 



<400> 1609 



Met 


Asp 


He 


Arg 


Asn 


Ser 


Ser 


He 


He 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Glu 


1 








5 










10 










15 




Phe 


He 


Ser 


Thr 


Trp 


Glu 


Leu 


Glu 


He 


Leu 


Phe 


Leu 


He 


He 


Phe 


Leu 








20 










25 










30 






Leu 


Ala 


Tyr 
35 


Ala 


Ala 


He 


Met 


Ala 
40 


Gly 


Asn 


Leu 


Thr 


Ala 
45 


He 


Ala 


Val 


Thr 


Ser 
50 


Asn 


Pro 


Pro 


Leu 


Cys 
55 


Ser 


Thr 


Pro 


Met 


Tyr 
60 


Phe 


Leu 


Leu 


Gly 


Asn 


Leu 


Ser 


Phe 


Leu 


Ser 


Met 


Phe 


He 


Ser 


Thr 


Val 


Thr 


He 


Ser 


Lys 


65 










70 










75 










80 


Met 


Val 


Leu 


Asp 


Val 
85 


Leu 


Arg 


Glu 


Asn 


Lys 
90 


Thr 


Thr 


Ser 


Ser 


Trp 
95 


Gly 


Cys 


Met 


Ala 


Gin 
100 


Met 


Leu 


His 


Phe 


Leu 
105 


Gly 


Gly 


Ser 


Glu 


Met 
110 


Thr 


Leu 


Leu 


He 


Phe 
115 


Met 


Ala 


Val 


Asp 


Gin 
120 


His 


He 


Ala 


He 


Cys 
125 


Arg 


Pro 


Leu 


His 


Cys 
130 


Arg 


Thr 


He 


Thr 


Asn 
135 


Cys 


Arg 


Val 


Leu 


Met 
140 


Ala 


Thr 


His 


Gly 


Leu 


Cys 


Val 


Leu 


Ser 


Arg 


Ala 


Val 


Gly 


Phe 


Val 


His 


Thr 


He 


Ser 


Gin 


145 










150 










155 










160 


He 


Val 


Phe 


He 


He 
165 


Thr 


Leu 


Pro 


Phe 


Cys 
170 


Gly 


Pro 


Ser 


Val 


Val 
175 


Asp 


Asn 


Leu 


Phe 


Xaa 


Asp 


Leu 


Pro 


Leu 


Val 


Leu 


Lys 


Leu 


Ala 


Cys 


Thr 


Glu 
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180 



Thr 


Tyr 


Asp 


Leu 


Glu 






195 






Phe 


He 


Cys 


Phe 


He 




210 








Thr 


Val 


Gin 


His 


Arg 


225 










Leu 


Ser 


Ala 


His 


He 










245 


Tyr 


He 


Tyr 


Thr 


Trp 








260 




Ser 


Val 


Phe 


Tyr 


Ser 






275 






Leu 


Arg 


Xaa 


Lys 


His 




290 








Ser 


Arg 


Gin 


Thr 


Phe 



305 



185 

Leu Leu Val He Ala Lys 
200 

Val Leu Leu He Phe Tyr 
215 

Ser Ser Asp Ala Leu Ser 
230 235 
Thr Ala Val Thr Leu Phe 
250 

Pro Phe Arg Ser Phe Ser 
265 

Val Thr Pro Leu Leu Asn 
280 

Ala He His Gin Leu Arg 
295 

Ser 
310 



190 

Ser Gly Gin Leu Ser 
205 

Thr He He Leu Val 
220 

Lys Ala Leu Ser Thr 
240 

Phe Glu Pro Cys Val 
255 

Val Asp Thr Phe Leu 
270 

Pro He Thr Tyr Ser 
285 

Thr Gin His He He 
300 



<210> 1610 
<211> 198 
<212> PRT 

<213> Unknown (H38g527 protein) 
<220> 

<223> Synthetic construct 



<400> 1610 



Leu 


Leu 


Leu 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Cys 


Asn 


Leu 


Ser 


Leu 


Val 


Asp 


1 








5 










10 










15 




Phe 


Gly 


Tyr 


Ser 
20 


Ser 


Ala 


Val 


Thr 


Pro 
25 


Lys 


Val 


Met 


Val 


Gly 
30 


Phe 


Leu 


Thr 


Gly 


Asp 
35 


Lys 


Phe 


He 


Leu 


Tyr 
40 


Asn 


Ala 


Cys 


Ala 


Thr 
45 


Gin 


Phe 


Phe 


Phe 


Phe 
50 


Val 


Ala 


Phe 


He 


Thr 
55 


Ala 


Glu 


Ser 


Phe 


Leu 
60 


Leu 


Ala 


Ser 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Ala 


Ala 


Leu 


Cys 


Lys 


Pro 


Leu 


His 


Tyr 


Thr 


Thr 


65 










70 










75 










80 


Thr 


Met 


Thr 


Thr 


Asn 
85 


Val 


Cys 


Ala 


Arg 


Leu 
90 


Ala 


He 


Gly 


Ser 


Tyr 
95 


He 


Cys 


Gly 


Phe 


Leu 


Asn 


Ala 


Ser 


He 


His 


Thr Gly Asn 


Thr 


Phe 


Arg 


Leu 








100 










105 










110 






Ser 


Phe 


Cys 
115 


Arg 


Ser 


Asn 


Val 


Val 
120 


Glu 


His 


Phe 


Phe 


Cys 
125 


Asp 


Ala 


Pro 


Pro 


Leu 
130 


Leu 


Thr 


Leu 


Ser 


Cys 
135 


Ser 


Asp 


Asn 


Tyr 


He 
140 


Ser 


Glu 


Met 


Val 


lie 


Phe 


Phe 


Val 


Val 


Gly 


Phe 


Asn 


Asp 


Leu 


Phe 


Ser 


He 


Leu 


Val 


He 


145 










150 










155 










160 


Leu 


He 


Ser 


Tyr 


Leu 
165 


Phe 


He 


Phe 


He 


Thr 
170 


He 


Met 


Lys 


Met 


Arg 
175 


Ser 


Pro 


Glu 


Gly 


Arg 
180 


Gin 


Lys 


Ala 


Phe 


Ser 
185 


Thr 


Cys 


Ala 


Ser 


His 
190 


Leu 


Thr 


Ala 


Val 


Ser 


He 


Phe 


Tyr 























195 



<210> 1611 
<211> 315 
<212> PRT 

<213> Unknown (H38g52 8 protein) 
<220> 

<223> Synthetic construct 
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<400> 1611 



Met 


Glu 


Ala 


Met 


Lys 


Leu 


Leu 


Asn 


1 








5 








Leu 


Leu 


Gly Leu Thr 


Ser 


Ser 


Gin 








20 










Leu. 


Phe 


Ser 


Val 


He 


Tyr 


Val 


Val 






35 










40 


lie 


Val 


Thr 


Val 


Phe 


Asn 


Thr 


Pro 




50 










55 




Leu 


Leu 


Gly Asn 


Leu 


Ser 


Phe 


Val 


65 










70 






Thr 


Pro 


Lys 


Val 


He 


Leu 


Asn 


Leu 










85 








Phe 


Ala 


Gly Cys 


Phe 


Thr 


Gin 


He 








100 










Val 


Glu 


Met 


Val 


Leu 


Leu 


Val 


Ser 






115 










120 


lie 




Lys 


Pro 


Leu 


His 


Tvr 


Met 




130 










135 




Val 


Leu 


Leu 


Val 


Val 


Thr 


Ser 


Trp 












150 






r lit? 


OJ.IJ. 


He 


Pro 


IT 1 1*2 


Ala 


Val 


Asn 










lOJ 








V d-L 


nop 


Ser 


He 






Asp 


Leu 








180 










T 1 <=» 

± le 


Asp 


He Tyr 


trim 


Val 


Gin 


Val 






195 










200 


Tip 
11c 


Ser 


Leu 


Ser 


L Y S 


Phe 


He 


He 




210 










215 




Leu 


lie 


Thr 


He 


Lys 


Asn 


His 


Ser 


9 9 










230 






Ser 


Thr 


Leu 


Thr 


Ala 


His 


He 


Thr 










245 








Cys 


He 


Phe 


He 


Tyr 


He 


Trp 


Pro 








260 










Phe 


Leu 


Ala 


Val 


Phe 


Tyr 


Thr 


He 






275 










280 


lie 


Tyr 


Thr 


Leu 


Arg 


Asn 


Lys 


Glu 




290 










295 




Trp 


Arg 


Ala 


Phe 


Val 


Asn 


Ser 


Arg 


305 










310 







Gin 


Ser 
10 


Gin 


Val 


Ser 


Glu 


Phe 
15 


He 


Asp 


Val 


Glu 


Phe 


Leu 


Leu 


Phe 


Ala 


25 










30 






Thr 


Val 


Leu 


Gly 


Asn 
45 


Leu 


Leu 


He 


Asn 


Leu 


Asn 


Thr 
60 


Pro 


Met 


Tyr 


Phe 


Asp 


Met 


Thr 
75 


Leu 


Ala 


Ser 


Phe 


Ala 
80 


Leu 


Lys 
90 


Lys 


Gin 


Lys 


Val 


He 
95 


Ser 


Phe 


Leu 


Leu 


His 


Leu 


Leu 


Gly 


Gly 


105 










110 






Met 


Ala 


Phe 


Asp 


Arg 
125 


Tyr 


Val 


Ala 


Thr 


He 


Met 


Asn 
140 


Lys 


Lys 


Val 


Cys 


Leu 


Leu Gly 


Leu 


Leu 


His 


Ser 


Gly 






155 










160 


Leu 


Pro 
170 


Phe 


Cys 


Gly 


Pro 


Asn 
175 


Val 


Pro 


Leu 


Val 


Thr 


Lys 


Leu 


Ala 


Cys 


185 










190 






Val 


He 


Val 


Ala 


Asn 
205 


Ser 


Gly 


He 


Leu 


Leu 


He 


Ser 
220 


Tyr 


Ser 


Leu 


He 


Pro 


Thr 


Gly 
235 


Gin 


Ser 


Lys 


Ala 


Arg 
240 


Val 


Val 
250 


He 


Leu 


Phe 


Phe 


Gly 
255 


Pro 


Phe 


Gly Asn 


His 


Ser 


Val 


Asp 


Lys 


265 










270 






He 


Thr 


Pro 


lie 


Leu 
285 


Asn 


Pro 


He 


Met 


Lys 


He 


Ser 
300 


Met 


Lys 


Lys 


Leu 


Glu 


Asp 


Thr 
315 













<210> 1612 








<211> 317 








<212> PRT 








<213> Unknown (H38g529 protein) 


<220> 








<223> Synthetic 


construct 




<400> 1612 








Met Glu Pro Gin 


Asn 


Thr Ser 


Thr 


1 


5 






Phe Gin Asn Leu 


Leu 


Glu Trp 


Gin 


20 








Leu He Tyr Cys 


Leu 


Thr He 


He 


35 






40 


Val Ser Gin Gly 


Leu 


Arg Leu 


His 


50 




55 




His Leu Ser Phe 


Leu 


Glu Val 


Trp 



Val Thr Asn Phe Gin Leu Leu Gly 

10 15 
Ala Leu Leu Phe Val He Phe Leu 
25 30 
Gly Asn Val Val He He Thr Val 
45 

Ser Pro Met Tyr Met Phe Leu Gin 
60 

Tyr Thr Ser Thr Thr Val Pro Leu 
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65 








70 






75 










80 


Leu Leu 


Ala 


Asn 


Leu 


Leu 


Ser 


Trp Gly Gin Ala 


He 


Ser 


Phe 


Ser 


Ala 








85 








90 








95 




Cvs Met 


Ala 


Gin 


Leu 


Tyr 


Phe 


Phe 


Val Phe Leu Gly Ala Thr Glu Cys 




100 










105 






110 






Phe Leu 


Leu 


Ala 


Phe 


Met 


Ala 


Tyr 


Asp Arg Tyr 


Leu 


Ala 


He 


Cys 


Ser 




115 










120 






125 








Pro Leu 


Arg 


Tvr 


Pro 


Phe 


Leu 


Met 


His Arg Gly 


Leu 


Cys 


Ala 


Arg 


Leu 


130 










135 






140 










Val Val 


Val 


Ser 


Trt> 


Cys 


Thr 


Gly Val Ser Thr 


Gly 


Phe 


Leu 


His 


Ser 


145 








150 






155 










160 


Met Met 


He 


Ser 


Arg 


Leu 


Asp 


Phe 


Cys Gly Arg 


Asn 


Gin 


He 


Asn 


His 








165 








170 








175 




Phe Phe 


Cys 


Asp 


Leu 


Pro 


Pro 


Leu 


Met Gin Leu 


Ser 


Cys 


Ser 


Arg 


Val 




180 










185 






190 






Tyr lis 


Thr 


Glu 


Val 


Thr 


He 


Phe 


He Leu Ser 


He 


Ala 


Val 


Leu 


Cy s 


195 










200 






205 








lie Cys 


Phe 


Phe 


Leu 


Thr 


Leu 


Gly 


Pro Tyr Val 


Phe 


He 


Val 


Ser 


Ser 


S>1 0 










215 






220 










x x *s u 




He 


Pro 


Ser 


Thr 


Ser Gly Arg Arg 


Lys 


Thr 


Phe 


Ser 


Thr 


225 






230 






235 










240 


Cys Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Thr Leu Tyr 


Tyr 


Gly Thr Met 


He 






245 








250 








255 




Ser Met 


Tyr 


Val 


Cys 


Pro 


Ser 


Pro 


His Leu Leu 


Pro 


O-LU 


He 


Asn 


Lys 




260 










265 






270 






lie He 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val Thr Pro 


Leu 


T 

Leu 


Asn 


Pro 


Val 




275 










280 






ZOJ 








He Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Asp 


Phe Lys Glu 


Ala 


Val 


Arg 


Lys 


Val 


290 










295 






300 










Met Arg 


Arg 


Lys 


Cys 


Gly 


He 


Leu 


Trp Ser Thr 


Ser 


Lys 








305 








310 






315 












<210> 1613 
























<211> 335 
























<212> PRT 
























<213> Unknown (H38g530 protein) 














<220> 


























<223> Synthetic 


construct 
















<221> VARIANT 






















<222> (1).. 


. (335) 




















<223> Xaa = 


Any 


Amino Acid 
















<400> 1613 
























Ser Thr 


Asp 


Pro 


Gin 


Asn 


Leu 


Thr Asp Val Ser 


He 


Phe 


Leu 


Leu 


Leu 


1 




5 








10 








15 




Gly Ser 


Ser 


Glu 


Asp 


Pro 


Glu 


Trp 


Gin Pro Val 


Leu 


Thr 


Gly Leu 


Cys 




20 










25 






30 






Leu Ser 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu Gly Asn 


Leu 


Leu 


He 


He 


Leu 




35 








40 






45 








Ala Val 


Ser 


Pro 


Asp 


Ser 


His 


Leu 


His He Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


50 










55 






60 










Ser Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He 


Gly Phe Thr 


Ser 


Thr 


Thr 


Val 


Pro 


65 








70 






75 










80 


Lys Met 


He 


Val 


Asp 


He 


Gin 


Ser 


His Ser Arg 


Val 


He 


Ser 


Tyr 


Ala 






85 








90 








95 




Gly Cys 


Leu 


Thr 


Gin 


Met 


Ser 


Leu 


Phe Ala He 


Phe 


Gly 


Gly 


Met 


Glu 




100 










105 






110 






Glu Asn 


Met 


Leu 


Leu 


Ser 


Val 


He Ala Tyr Glu Arg 


Phe 


Val 


Ala 


He 




115 










120 






125 









868 



BNSOOCID: <WO 01271 58A2_I_> 



WO 01/27158 PCT/USOO/27582 



Cys 


His 
130 


Pro 


Leu 


Tyr 


His 


Ser 
135 


Ala 


He 


Met 


Asn 


Pro 
140 


Cys 


Phe 


Cys 


Gly 


Phe 


Leu 


Val 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ala 


Gin 


145 










150 










155 










160 


Leu 


His 


Asn 


Leu 


He 
165 


Ala 


Leu 


Gin 


Arg 


Thr 
170 


Cys 


Phe 


Lys 


Asp 


Val 
175 


Glu 


He 


Pro 


Asn 


Phe 
180 


Phe 


Trp 


Asp 


Pro 


Ser 
185 


Gin 


Leu 


Pro 


His 


Leu 
190 


Ala 


Tyr 


Cys 


Gly 


Thr 
195 


Phe 


Thr 


Asn 


Asn 


He 
200 


He 


Met 


Tyr 


Phe 


Pro 
205 


Ala 


Ala 


lie 


Phe 


Gly 
210 


Phe 


Leu 


Pro 


He 


Ser 
215 


Gly 


Thr 


Leu 


Phe 


Ser 
220 


Tyr 


Asp 


Lys 


He 


Val 


Phe 


Ser 


He 


Leu 


Arg 


Val 


Ser 


Ser 


Ser 


Gly 


Gly 


Lys 


Tyr 


Lys 


Ala 


225 










230 










235 










240 


Phe 


Ser 


Thr 


Cys 


Gly 
245 


Ser 


His 


Leu 


Ser 


Val 
250 


Val 


Cys 


Xaa 


Phe 


Tyr 
255 


Gly 


Thr 


Gly 


He 


Gly Gly 


Tyr 


Leu 


Ser 


Ser 


Asp 


Val 


Ser 


Ser 


Ser 


Pro 


Arg 








260 










265 










270 






Lys 


Ala 


Ala 
275 


Val 


Ala 


Ser 


Val 


Met 
280 


Tyr 


Thr 


Val 


Val 


He 
285 


Pro 


Met 


Pro 


Asn 


Pro 
290 


Phe 


He 


Tyr 


Ser 


Leu 
295 


Arg 


Asn 


Arg 


Asp 


Met 
300 


Lys 


Ser 


Val 


Leu 


Gin 


Arg 


Pro 


His 


Gly 


Ser 


Thr 


He 


Ser 


Ser 


Gin 


Tyr 


Leu 


Leu 


He 


Cys 


305 










310 










315 










320 


Ser 


He 


Pro 


Phe 


Val 
325 


Val 


Trp 


Val 


Lys 


Lys 
330 


Gly 


Ser 


Lys 


Val 


Lys 
335 





<210> 1614 
<211> 330 
<212> PRT 

<213> Unknown (H38g531 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(330) 

<223> Xaa = Any Amino Acid 

<400> 1614 

His Thr Glu Pro Gin Asn Leu Thr Gly He Xaa Glu Phe Leu Leu Leu 

15 10 15 

Gly Leu Ser Glu Asp Pro Glu Leu Gin Pro Val Leu Ala Gly Leu Ser 

20 25 30 

Leu Ser Met Tyr Leu Val Thr Val Leu Arg Asn Leu Leu Ser Thr Leu 

35 40 45 

Ala Val Ser Ser Asp Ser Pro Leu His Thr Pro Met Tyr Phe Phe Leu 

50 55 60 

Ser Asn Leu Cys Trp Ala Asp He Gly Phe Thr Leu Ala He Val Pro 
65 70 75 80 

Lys Met Thr Val Asp Met Gin Ser His Ser Arg Val He Ser His Ala 

85 90 95 

Gly Cys Leu Thr Gin Met Ser Phe Leu Val Leu Phe Ala Cys He Glu 

100 105 HO 

Asp Met Phe Leu Thr Val Met Ala Tyr Asp Arg Phe Val Ala He Cys 

115 120 125 

Arg Pro Leu Tyr Tyr Pro Val He He Asn Pro His Leu Cys Val Phe 

130 135 140 

Phe Val Leu Val Ser Phe Phe Leu Ser Leu Leu Asp Ser Gin Leu His 
145 150 155 160 

Ser Trp He Val Xaa Gin Phe Thr Phe Ser Lys Asn Val Glu He Ser 
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165 










170 










175 




Asn 


Phe 


Val 


Cvs 
180 


Glu 


Pro 


Ser 


Gin 


Leu 
185 


Leu 


Tyr 


Leu 


Ala 


Cys 
190 


Ser 


Asp 


Ser 


J. 1C 


He 
195 


Asn 


Ser 


He 


Phe 


He 
200 


Tyr 


Phe 


Asp 


Ser 


Thr 
205 


Met 


Phe 


Gly 




Leu 
210 


Pro 


He 


Ser 


Ara 


He 
215 


Leu 


Leu 


Ser 


Tyr 


Tyr 
220 


Lys 


He 


Val 


Pro 




Tip 


Leu 


Arn 

x\x y 


He 


Ser 


Ser 


Ser 


Asp 


Gly 


Lys 


Tyr 


Lys 


Ala 


Phe 


Thr 


225 








230 










235 










240 


Thr 




Glv 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Leu 


Phe 


Asp 


Gly Thr Gly 






245 










250 










255 




He 


Glv 


Met 


Tvr 


Leu 


Thr 


Ser 


Ala 


Val 


Ala 


Pro 


Pro 


Pro 


Arg 


Asn 


Gly 






260 










265 










270 






Val 


Val 


Ala 
275 


Ser 


Val 


Met 


Tvr 


Ala 
280 


Val 


Val 


Thr 


Pro 


Met 
285 


Leu 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg Asp 


He 


Gin 


Asn 


Thr 


Leu 


Trp 


Arg 




290 








295 










300 










Leu 


Arg 


Ser 


Arg 


Arg 


Val 


Glu 


Ser 


His 


Asp 


Leu 


Phe 


His 


Pro 


Phe 


Phe 


305 








310 










315 










320 


Val 


Trp 


Val 


Arg 


Lys 
325 


Gly 


Asn 


His 


He 


Lys 
330 















<210> 1615 
<211> 335 
<212> PRT 

<213> Unknown (H38g532 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(335) 

<223> Xaa = Any Amino Acid 



<400> 1615 



Ser 


Thr 


Asp 


Pro 


Gin 


Asn 


Leu 


He 


Asp 


Val 


Phe 


Val 


Phe 


Leu Leu 


Leu 


1 






5 










10 








15 




Gly 


Thr 


Ser 


Glu 


Asp 


Pro 


Glu 


Arg 


Gin 


Leu 


Val 


Leu 


Ala 


Gly Leu 


Phe 






20 










25 










30 




Leu 


Ser 


Met 


Cys 


Leu 


Val 


Thr 


Val 


Leu 


Gly 


Asn 


Leu 


Leu 


He He 


Leu 






35 










40 










45 






Ala 


Val 


Ser 


Pro 


Asp 


Ser 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe Phe 


Leu 




50 










55 










60 








Ser 


Asn 


Leu 


Ser 


Leu 


Pro 


Asp 


He Gly 


Phe 


Thr 


Ser 


Thr 


Thr Val 


Pro 


65 










70 










75 








80 


Lys 


Leu 


He 


Val 


Asp 


He 


Gin 


Ser 


Tyr 


Ser 


Arg Val 


He 


Ser Tyr 


Ala 








85 










90 








95 




Gly 


Cys 


Leu 


Thr 


Gin 


Thr 


Ser 


Leu 


Phe 


Ala 


He 


Phe 


Gly 


Gly Met 


Glu 




100 










105 










110 




Glu 


Asn 


Met 


Leu 


Leu 


Ser 


Val 


Met 


Val 


Tyr 


Asp 


Arg 


Phe 


Val Ala 


He 






115 










120 










125 






Cys 


His 


Pro 


Leu 


Tyr 


His 


Ser 


Ala 


Val 


Met 


Asn 


Pro 


Cys 


Phe Cys 


Gly 


130 










135 










140 








Phe 


Leu 


Val 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp Ala 


Gin 


145 










150 










155 








160 


Leu 


His 


Asn 


Leu 


He 


Ala 


Leu 


Gin 


Met 


Thr 


Cys 


Phe 


Lys 


Asp Val 


Glu 










165 










170 








175 




He 


Pro 


Asn 


Phe 


Phe 


Trp 


Asp 


Pro 


Ser 


Gin 


Leu 


Pro 


His 


Leu Ala 


Cys 








180 










185 










190 




Cys 


Asp 


Thr 


Phe 


Thr 


Asn 


Asn 


He 


He 


Met 


Tyr 


Phe 


Pro 


Ala Ala 


He 




195 










200 










205 
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Phe Gly Phe Leu Pro He Ser Gly 

210 215 
Val Ser Ser He Leu Arg Val Ser 
225 230 
Phe Ala Thr Cys Gly Ser His Leu 
245 

Thr Gly Val Gly Gly Tyr Leu Ser 
260 

Lys Ala Ala Val Ala Ser Val Met 
275 280 
Asn Pro Phe He Tyr Ser Leu Arg 

290 295 
Arg Arg Pro His Gly Ser Thr Val 
305 310 
Ser He Pro Phe Val Val Trp Val 
325 

<210> 1616 
<211> 320 
<212> PRT 

<213> Unknown (H38g533 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(320) 

<223> Xaa = Any Amino Acid 



<400> 1616 



His 


Thr 


Glu 


Pro 


Arg 


His 


Leu 


Thr 


Gly Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Gly 


Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Ala 


Gly 


Leu 


Ser 






20 










25 










30 






Leu 


Ser 


Met 
35 


Tyr 


Leu 


Val 


Thr 


Val 
40 


Leu 


Arg 


Asn 


Leu 


Leu 
45 


lie 


He 


Leu 


Ala 


Val 
50 


Ser 


Ser 


Asp 


Ser 


His 
55 


Leu 


His 


Thr 


Pro 


Met 
60 


Tyr 


Phe 


Phe 


Leu 


Ser 


Asn 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Ser 


Phe 


Thr 


Ser 


Ala 


Thr 


Val 


Pro 


65 










70 










75 










80 


Lys 


Met 


Thr 


Val 


Asp 


Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 


Tyr 


Ala 








85 










90 










95 




Gly 


Cys 


Leu 


Thr 
100 


Arg 


Met 


Ser 


Phe 


Phe 
105 


Val 


Leu 


Phe 


Ala 


Cys 
110 


He 


Glu 


Asp 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Xaa 


Asp 


Cys 


Phe 


Val 


Ala 


He 


Cys 




115 










120 










125 








Arg 


Pro 
130 


Leu 


His 


Tyr 


Ala 


Val 
135 


He 


Val 


Asn 


Pro 


His 
140 


Leu 


Cys 


Val 


Phe 


Leu 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Leu 


Leu 


Asp 


Ser 


Gin 


Leu 


His 


145 










150 










155 










160 


Ser 


Xaa 


He 


Val 


Leu 
165 


Gin 


Phe 


Thr 


Phe 


Phe 
170 


Lys 


Asn 


Val 


Glu 


He 
175 


Ser 


His 


Phe 


Val 


Cys 
180 


Glu 


Pro 


Ser 


Gin 


Leu 
185 


Leu 


Asn 


Leu 


Ala 


Cys 
190 


Ser 


Asp 


Ser 


Phe 


He 
195 


Asn 


Ser 


He 


Phe 


Met 
200 


Tyr 


Phe 


Asp 


Ser 


Thr 
205 


Met 


Phe 


Gly 


Phe 


Leu 
210 


Pro 


He 


Ser 


Gly 


He 
215 


Leu 


Leu 


Ser 


Tyr 


Tyr 
220 


Lys 


He 


Val 


Pro 


Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp Gly 


Lys 


Tyr 


Lys 


Ala 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Leu 


Phe 


Tyr 


Gly 


Thr 


Gly 



Thr Leu Phe Ser Tyr Tyr Glu lie 
220 

Ser Xaa Gly Gly Lys Tyr Lys Ala 
235 240 
Ser Val Val Cys Xaa Phe Tyr Gly 

250 255 
Ser Asp Val Ser Ser Ser Pro Arg 
265 270 
Tyr Thr Val Val Thr Pro Met Leu 
285 

Asn Arg Asp Thr Lys Ser Val Leu 
300 

Xaa Ser Xaa Tyr Leu Leu He Cys 
315 320 
Lys Lys Gly Arg Lys Val Lys 
330 335 
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245 250 255 



He Gly Val 


Tyr 


Leu 


i nr 


Ser 


nia 


val 




Pro 


Pro 


Pro 


Ser 


Asn Gly 






260 










265 










270 






Val Val 


Ala 


Ser 


Val 


Lys 


Tyr 


Thr 


Val 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 




275 










280 










285 








Phe He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp 


He 


Gin 


Ser 


Thr 


Leu 


Trp Arg 


290 










295 










300 










Leu Cys 


Ser 


Arg 


Thr 


Val 


Lys 


Ser 


Leu 


Asp 


Leu 


Phe 


His 


Ser 


Phe 


Ser 


305 








310 










315 










320 


<210> 1617 




























<211> 327 




























<212> PRT 




























<213> Unknown (H38g534 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (327) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1617 




























He Ser 


Leu 


Leu 


Phe 


Trp 


Val 


Leu 


Leu 


Leu 


Val 


He 


Ser 


Arg 


Vax 


Leu 


1 






5 










10 










X D 




Val Ala 


Met 


Ala 


Xaa 


Gly 


Asn 


Ser 


Thr 


Glu 


Val 


Thr 


Glu 


Phe 


cys 


Leu 






20 










25 










30 






Leu Gly 


Phe Gly Ala 


Xaa 


Gin 


Glu 


Phe 


Trp 


Cys 


He 


Leu 


Phe 


ne 


lie 




35 










40 










45 








Phe Leu 


Leu 


He 


Tyr 


Val 


Thr 


Ser 


He 


Met 


Gly 


Asn 


Ser 


Gly 


xxe 


lie 


50 










55 










60 










Leu Leu 


He 


Asn 


Thr 


Asp 


Ser 


Arg 


Phe 


Gin 


Thr 


Pro 


Met 


Tyr 


rile 


rae 


65 








70 










75 










fin 


Leu Gin 


His 


Leu 


Ala 


Phe 


Val 


Asp 


He 


Cys 


Tyr 


Thr 


Ser 


Ala 


Tl a 

jl _Le 


inr 








85 










90 














Pro Lys 


Met 


Leu 


Gin 


Ser 


Phe 


Thr 


Glu 


Glu 


Lys 


Asn 


Leu 


He 


Ser 


riie 






100 










105 










110 






Trp Gly 


Cys 


Met 


He 


Gin 


Leu 


Leu 


Val 


Tyr 


Ala 


Thr 


Phe 


Ala 


1 11X 


Car 




115 










120 










125 








Asp Cys 


Tyr 


Leu 


Leu 


Ala 


Met 


He 


Ala 


Val 


Asp 


His 


Tyr 


Val 


Ala 


Tip 
lie 


130 










135 










140 










Cys Lys 


Pro 


Leu 


His 


Tyr 


Thr 


Val 


lie 


Thr 


Ser 


Gin 


Thr 


Val 




lie 


145 








150 










155 










160 


His Leu 


Val 


Ala 


Gly 


Ser 


Tyr 


He 


Met 


Gly 


Ser 


He 


Asn 


Ala 


Car 
OCX 


vox 








165 










170 










X / -J 




His Thr 


Gly 


Phe 


Ala 


Phe 


Ser 


Leu 


Ser 


Phe 


Cys 


Lys 


Ser 


Asn 


Asn 


He 






180 










185 










190 






Asn His 


Phe 


Phe 


Cys 


Asp 


Gly 


Pro 


Pro 


He 


Leu 


Ala 


Leu 


Ser 




Ser 




195 










200 










205 








Asn He 


Asp 


He 


Asn 


He 


Met 


Leu 


Leu 


Val 


Val 


Phe 


Val 


Gly 


Phe 


Asn 


210 










215 










220 










Leu Met 


Phe 


Thr 


Gly 


Leu 


Val 


Val 


He 


Phe 


Ser 


Tyr 


He 


Tyr 


He 


Met 


225 








230 










235 










240 


Ala Thr 


He 


Leu 


Lys 


Met 


Ser 


Ser 


Ser 


Ala 


Gly 


Arg 


Lys 


Lys 


Ser 


Phe 








245 










250 










255 




Ser Thr 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Thr 


Val 


Ala 


He 


Phe 


Tyr 


Gly 


Thr 






260 










265 










270 






Leu Ser 


Tyr 


Met 


His 


Leu 


Gin 


Ser 


His 


Ser 


Asn 


Asn 


Ser 


Gin 


Glu 


Asn 




275 










280 










285 








Met Lys 


Val 


Ala 


Ser 


He 


Phe 


Tyr Gly Thr 


Val 


He 


Pro 


Met 


Leu 


Asn 


290 










295 










300 











872 

BNSOCCia <WO 01271 58A2J_> 



WO 01/27158 



PCT/USOO/27582 



Pro Leu lie Tyr Ser Leu Arg Asn Lys Glu Val Lys Glu Ala Leu Lys 
305 310 315 320 

Leu lie Gly Lys Lys Phe Phe 
325 

<210> 1618 
<211> 309 
<212> PRT 

<213> Unknown (H38g535 protein) 
<220> 

<223> Synthetic construct 



<400> 1618 



Met 


Thr 


Leu 


Gly 


Asn 


Ser 


Thr 


Glu 


Val 


Thr 


Glu 


Phe 


Tyr 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Phe 


Gly 


Ala 


Gin 


His 


Glu 


Phe 


Trp 


Cys 


He 


Leu 


Phe 


He 


Val 


Phe 


Leu 








20 










25 










30 






Leu 


lie 


Tyr 


Val 


Thr 


Ser 


He 


Met 


Gly 


Asn 


Ser 


Gly 


He 


He 


Leu 


Leu 






35 










40 










45 








lie 


Asn 


Thr 


Asp 


Ser 


Arg 


Phe 


Gin 


Thr 


Leu 


Thr 


Tyr 


Phe 


Phe 


Leu 


Gin 




50 










55 










60 










His 


Leu 


Ala 


Phe 


Val 


Asp 


lie 


Cys 


Tyr 


Thr 


Ser 


Ala 


He 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Gin 


Ser 


Phe 


Thr 


Glu 


Glu 


Lys 


Asn 


Leu 


Met 


Leu 


Phe 


Gin 


Gly 










85 










90 










95 




Cys 


Val 


He 


Gin 


Phe 


Leu 


Val 


Tyr 


Ala 


Thr 


Phe 


Ala 


Thr 


Ser 


Asp 


Cys 








100 










105 










110 






Tyr 


Leu 


Leu 


Ala 


Met 


Met 


Ala 


Val 


Asp 


Pro 


Tyr 


Val 


Ala 


He 


Cys 


Lys 






115 










120 










125 








Pro 


Leu 


His 


Tyr 


Thr 


Val 


He 


Met 


Ser 


Arg 


Thr 


Val 


Cys 


He 


Arg 


Leu 




130 










135 










140 










Val 


Ala 


Gly 


Ser 


Tyr 


He 


Met 


Gly 


Ser 


He 


Asn 


Ala 


Ser 


Val 


Gin 


Thr 


145 










150 










155 










160 


Gly 


Phe 


Thr 


Cys 


Ser 


Leu 


Ser 


Phe 


Cys 


Lys 


Ser 


Asn 


Ser 


He 


Asn 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


Val 


Pro 


Pro 


He 


Leu 


Ala 


Leu 


Ser 


Cys 


Ser 


Asn 


Val 








180 










185 










190 






Asp 


He 


Asn 


He 


Met 


Leu 


Leu 


Val 


Val 


Phe 


Val 


Gly 


Ser 


Asn 


Leu 


He 






195 










200 










205 








Phe 


Thr 


Gly 


Leu 


Val 


Val 


He 


Phe 


Ser 


Tyr 


He 


Tyr 


He 


Met 


Ala 


Thr 




210 










215 










220 










lie 


Leu 


Lys 


Met 


Ser 


Ser 


Ser 


Ala 


Gly 


Arg 


Lys 


Lys 


Ser 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


Val 


Thr 


He 


Phe 


Tyr 


Gly Thr 


Leu 


Ser 








245 










250 










255 




Tyr 


Met 


Tyr 


Leu 


Gin 


Ser 


His 


Ser 


Asn 


Asn 


Ser 


Gin 


Glu 


Asn 


Met 


Lys 








260 










265 










270 






Val 


Ala 


Phe 


He 


Phe 


Tyr 


Gly 


Thr 


Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 






275 










280 










285 








lie 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Glu 


Ala 


Leu 


Lys 


Val 


He 




290 










295 










300 










Gly 


Lys 


Lys 


Leu 


Phe 
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<210> 1619 
<211> 298 
<212> PRT 

<213> Unknown (H38g536 protein) 
<220> 
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<223> Synthetic construct 



<400> 1619 












Met 


vjiy 


IV TCI 


Gly Asn Ser Thr 


Glu 


1 








5 








Phe 


vjiy 


Val 


Gin 


His 


Glu 


Phe 


Gin 








20 










Leu 


He 


*Jf A 


Val 


Thr 


Ser 


Leu 


He 






35 










40 


lie 


xjy 


Thr 


Asp 


Car 
OCX 


rvx y 


ucu 


Gin 




50 










55 




His 


Leu 


Ala 


rue 


val 


Asp 


Tip 
X xc 


v*y & 


6S 










70 






lie i» 


Lie LI 


Gin 


Ser 


rile 


X 111 


f2l 11 

VJlU 


ulU 










as 








^ys> 


Val 


He 




rile 


Leu 


val 


xyr 








i nn 

iUu 










ryr 


T .01 1 
ijcu 


Leu 


Ala 


lie 


Met 


Ala 








11c 

JL 1 D 










X tt \J 


Pro 


Leu 


Arg 


Tyr 


Pro 


Met 


He 


wee 




X J u 










135 




Veil 


Ala 


v>xy 


Ser 


Tyr 


He 


He 


r*i 
oiy 


14D 










150 






vjiy 




1 nr 


Pne 


ber 


Leu 


Ser 


rne 










lb b 








rile 


rne 


Cys 


Asp 


Gly 


Leu 


Pro 


lie 


















Asp 


Tl ^ 

lie 


Asn 


lie 


lie 


Leu Asp 


val 
















zuu 


file 


inr 




Leu 


Val 


He 


He 


rne 














215 




He 


Leu 


Lys 


Met 


Ser 


Ser 


Thr 


Ala 


225 










230 






Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


Val 










245 








Tyr 


Met 


Tyr 


Leu 


Gin 


Pro 


Gin 


Ser 








260 










Val 


Ala 


Ser 


He 


Phe 


Tyr Gly 


Thr 






275 










280 


He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 




290 










295 





<210> 1620 
<211> 148 
<212> PRT 

<213> Unknown (H3 8g537 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(148) 

<223> Xaa = Any Amino Acid 

<400> 1620 

Thr Tyr Asp Gly Ala Arg Ala Gly 

1 5 
Cys Lys Ser Thr Met Met Ser He 
20 

Xaa Lys Xaa Leu Leu He Tyr Ala 
35 40 



Val 


Thr 


Glu 


Phe 


His 


Leu 


Leu 


Gly 




10 










15 




His 


Val 


Leu 


Phe 


He 


Val 


Leu 


Leu 


25 










30 






Gly Asn 


He 


Gly Met 


He 


Leu 


Leu 










45 








Thr 


Pro 


Met 


Tvr 


Phe 


Phe 


Pro 


Gin 








60 










1 y x 


Thr 


Ser 


Ala 


He 


Thr 


Pro 


Lys 






75 










80 


Asn 


Asn 


Leu 


He 


Thr 


Phe 


Arg 


Gly 




90 










95 






TVi-r 
1 111 


Phe 


/ax a 


x nx 


Ser 


Asp 


Cvs 


105 










110 






Asp 


Cys 


Tvr 


vol 


Ala 
Aid 


He 


Cys 


Lvs 


















Ser 


Gin 


Thr 


val 


Tyr 


He 


Gin 


Leu 








1 ACi 
1 *4 U 










Ser 


He 


Asn 


Ala 


Ser 


Val 


His 


Thr 






155 










160 


Cys 


Lys 


Ser 


Asn 


Lys 


He 


Asn 


His 




170 










175 




Leu 


Ala 


Leu 


Ser 


Cys 


Ser 


Asn 


He 


185 










190 






Val 


Phe 


v d x 


Gly 


Phe 


Asp 


Leu 


Met 










205 








Ser 


Tyr 


He 


Tyr 


He 


Met 


Val 


Thr 








220 










Gly Arg 


Lys 


Lys 


Ser 


Phe 


Ser 


Thr 






235 










240 


Thr 


He 


Phe 


Tyr 


Gly 


Thr 


Leu 


Ser 




250 




i 






255 




Asn 


Asn 


Ser 


Gin 


Glu 


Asn 


Met 


Lys 


265 










270 






Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 










285 








Gly 


Lys 














Leu 


Cys 


He 


Val 


Ser 


Tyr 


Asn 


Thr 




10 










15 




Lys 


He 


Gin 


Leu 


Lys 


Tyr 


Met 


Xaa 


25 










30 






Gly Val 


Tyr 


Leu 


Asn 


Val 


Thr 


Met 



45 
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Leu 


lie 


Val 


Thr 


Phe 


Lys 


Tyr 


Thr 


His 


He 


Phe 


His 


His 


Pro 


Glu 


Leu 




50 










55 










60 










Ala 


Leu 


Cys 


Tyr 


Val 


Ser 


Phe 


Ser 


Ala 


Val 


Val 


Phe 


His 


Leu 


Thr 


Ala 


65 










70 










75 










80 


Val 


Thr 


He 


Phe 


Phe 


Gly 


Ala 


Leu 


Ser 


Tyr 


Met 


Asp 


Leu 


Gin 


Pro 


Glu 










85 










90 










95 




Ser 


Thr 


Val 


Phe 


Gin 


Glu 


Gin 


CjIU 


Lys 


Pro 


Hid 




Tip 

j- j. fc= 




*_y& 










100 










105 










110 






lie 


Met 


Thr 


Leu 


Val 


Leu 


Asn 


Phe 


Leu 


He 


Tyr 


Cys 


Leu 


Xaa 


Asn 


Xaa 






115 










120 










125 








Glu 


Val 


Lys 


Glu 


Ala 


Leu 


Gin 


Leu 


Thr 


Arg 


Lys 


Lys 


Tyr 


Xaa 


Tyr 


Met 




130 










135 




















Xaa 


Thr 


Glu 


Gly 


























145 
































<210> 1621 




























<211> 296 




























<212> PRT 




























<213> Unknown (H38g538 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1621 




























Met 


Leu 


va_L 


Ser 


Gin 


Gin 


Glu 


Gin 


Pro 


Leu 


Leu 


Phe 


Gly 


He 


Phe 


Leu 


X 








5 










10 










15 






Mot- 
nee 


Tyr 


Leu 


Val 


Thr 


Met 


Val 


Gly 


Asn 


Leu 


Leu 


He 


He 


Leu 


Ala 






20 










25 










30 






lie 


Ser 


Ser 


Asp 


Pro 


His 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ala 






35 










40 










45 








Asn 


Leu 


Ser 


Leu 


Thr 


Asp 


Ala 


Cys 


Phe 


Thr 


Ser 


Ala 


Ser 


lie 


Pro 


Lys 




50 










55 










60 










Met 


Leu 


Ala 


Asn 


He 


His 


Thr 


Gin 


Ser 


Gin 


He 


He 


Ser 


Tyr 


Ser 


Gly 


65 










70 










75 










80 


Cys 


Leu 


Ala 


Gin 


Leu 


Tyr 


Phe 


Leu 


Leu 


Met 


Phe 


Gly 


Gly 


Leu 


Asp 


Asn 








85 










90 










95 




Cys 


Leu 


Leu 


Ala 


Val 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


Gin 






100 










105 










110 






Pro 


Leu 


His 


Tyr 


Ser 


Thr 


Ser 


Met 


Ser 


Pro 


Gin 


Leu 


Cys 


Ala 


Leu 


Met 






115 










120 










125 








Leu 


Gly 


Val 


Cys 


Trp 


Val 


Leu 


Thr 


Asn 


Cys 


Pro 


Ala 


Leu 


Met 


His 


Thr 




130 










135 










140 










Leu 


Leu 


Leu 


Thr 


Arg 


Val 


Ala 


Phe 


Cys 


Ala 


Gin 


Lys 


Ala 


He 


Pro 


His 


145 










150 










155 










160 


Phe 


Tyr 


Cys 


Asp 


Pro 


Ser 


Ala 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 


Ser 


Asp 


Thr 








165 










170 










175 




His 


Val 


Asn 


Glu 


Leu 


Met 


He 


He 


Thr 


Met 


Gly 


Leu 


Leu 


Phe 


Leu 


Thr 








180 










185 










190 






Val 


Pro 


Leu 


Leu 


Leu 


He 


Val 


Phe 


Ser 


Tyr 


Val 


Arg 


He 


Phe 


Trp 


Ala 






195 










200 










205 








Val 


Phe 


Val 


He 


Ser 


Ser 


Pro 


Gly Gly 


Arg 


Trp 


Lys 


Ala 


Phe 


Ser 


Thr 




210 










215 










220 










Cys 


Gly 


Ser 


His 


Leu 


Thr 


Val 


Val 


Leu 


Leu 


Phe 


Tyr 


Gly 


Ser 


Leu 


Met 


225 










230 










235 










240 


Gly 


Val 


Tyr 


Leu 


Leu 


Pro 


Pro 


Ser 


Thr 


Tyr 


Ser 


Thr 


Glu 


Arg 


Glu 


Ser 








245 










250 










255 




Arg 


Ala 


Ala 


Val 


Leu 


Tyr 


Met 


Val 


He 


He 


Pro 


Thr 


Leu 


Asn 


Pro 


Phe 






260 










265 










270 






lie 


Tyr 


Ser 


Leu 


Arg 


Asn 


Arg 


Asp Met 


Lys 


Glu 


Ala 


Leu 


Gly 


Lys 


Leu 






275 










280 










285 








Phe 


Val 


Ser 


Gly 


Lys 


Thr 


Phe 


Phe 
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290 295 

<210> 1622 
<211> 313 
<212> PRT 

<213> Unknown (H38g539 protein) 
<220> 

<223> Synthetic construct 



<400> 1622 



Met 


Lys 


Arg 


Glu 


Asn 


Lrin 


Ser 


Ser 


Val 


Ser 


Glu 


Phe 


Leu 




Leu 


Asp 


1 








D 










10 










15 




Leu 


Pro 


lie 


Trp 

20 


Pro 


CalU 


uin 


bin 


Ala 
25 


Val 


Phe 


Phe 


1 XIX 


Leu 


xr lit; 


Leu 


Gly 


Met 


Tyr 


Leu 


He 


Thr 


Val 


Leu 


Gly Asn Leu 


Leu 


He 


He 


Leu 


Leu 






35 










40 


















lie 


Arg 
50 


Leu 


Asp 


Ser 


Til — 

His 


Leu 
55 


His 


Thr 


Pro 


Met 


Phe 
60 


Phe 


rTie 


Leu 


Ser 


His 


Leu 


Ala 


Leu 


Thr 


Asp 


lie 




Leu 


Ser 


Ser 


Val 


Thr 


val 






65 










70 










75 










O V 


Met 


Leu 


Leu 


Ser 


Met 
85 


Gin 


Thr 


Gin 


Asp 


Gin 
90 


Ser 


He 


Leu 


Tyr 


Ala 

Ala 


til vr 


Cys 


Val 


Thr 


Gin 


Met 


Tyr 


Phe 


Phe 


He 


Phe 


Phe 


Thr 


Asp 


Leu 


Asp 


Asn 






100 










105 










110 






Phe 


Leu 


Leu 
115 


Thr 


Ser 


Met 


Ala 


Tyr 
120 


Asp 


Arg 


Tyr 


Val 


Ala 
125 


He 


Cys 


His 


Pro 


Leu 


Arg 


Tyr 


Thr 


Thr 


He 


Met 


Lys 


Glu 


Gly Leu 


Cys 


Asn 


Leu 


Leu 




130 










135 










140 










val 


Thr 


Val 


Ser 


Trp 


lie 


Leu 


ber 


Cys 


Thr 


Asn 


Ala 


Leu 


Ser 


His 


Thr 


145 










1:>U 










155 










160 


Leu 


Leu 


Leu 


Ala 


Gin 


Lieu 


Ser 


rile 


Cys 


Ala Asp Asn 


Thr 


He 


Pro 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 
180 


Leu 


Val 


Ala 


Leu 


Leu 
185 


Lys 


Leu 


Ser 


Cys 


Ser 
190 


Asp 


He 


Ser 


Leu 


Asn 


Glu 


Leu 


Val 


He 


Phe 


Thr 


Val 


Gly Gin Ala 


Val 


He 


Thr 






195 










200 










205 








Leu 


Pro 


Leu 


He 


Cys 


He 


Leu 


He 


Ser Tyr Gly His 


He 


Gly 


Val 


Thr 




210 










215 










220 










He 


Leu 


Lys 


Ala 


Pro 


Ser 


Thr 


Lys 


Gly 


He 


Phe 


Lys 


Ala 


Leu 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Gly 


Ser 


His 


Leu 


Ser 


Val 


Val 


Ser Leu Tyr Tyr Gly Thr 


He 


He 










245 










250 










255 




Gly 


Leu 


Tyr 


Phe 


Leu 


Pro 


Ser 


Ser 


Ser 


Ala 


Ser 


Ser 


Asp 


Lys 


Asp Val 








260 










265 










270 






He 


Ala 


Ser 
275 


Val 


Met 


Tyr 


Thr 


Val 
280 


He 


Thr 


Pro 


Leu 


Leu 
285 


Asn 


Pro 


Phe 


He 


Tyr 


Ser 


Leu Arg 


Asn 


Arg 


Asp 


He Lys Gly Ala Leu Glu Arg 


Leu 




290 










295 










300 










Phe 


Asn 


Arg 


Ala 


Thr 


Val 


Leu 


Ser 


Gin 
















305 










310 























<210> 1623 
<211> 311 
<212> PRT 

<213> Unknown (H38g540 protein) 
<220> 

<223> Synthetic construct 
<400> 1623 
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Met Glu Asn Gin Ser Ser lie Ser Glu Phe Phe Leu Arg Gly lie Ser 

15 10 15 

Ala Pro Pro Glu Gin Gin Gin Ser Leu Phe Gly lie Phe Leu Cys Met 

20 25 30 

Tyr Leu Val Thr Leu Thr Gly Asn Leu Leu lie lie Leu Ala lie Gly 

35 40 45 

Ser Asp Leu His Leu His Thr Pro Met Tyr Phe Phe Leu Ala Asn Leu 

50 55 60 

Ser Phe Val Asp Met Gly Leu Thr Ser Ser Thr Val Thr Lys Met Leu 
65 70 75 80 

Val Asn lie Gin Thr Arg His His Thr lie Ser Tyr Thr Gly Cys Leu 

85 90 95 

Thr Gin Met Tyr Phe Phe Leu Met Phe Gly Asp Leu Asp Ser Phe Phe 

100 105 110 

Leu Ala Ala Met Ala Tyr Asp Arg Tyr Val Ala lie Cys His Pro Leu 

115 120 125 

Cys Tyr Ser Thr Val Met Arg Pro Gin Val Cys Ala Leu Met Leu Ala 

130 135 140 

Leu Cys Trp Val Leu Thr Asn lie Val Ala Leu Thr His Thr Phe Leu 
145 150 155 160 

Met Ala Arg Leu Ser Phe Cys Val Thr Gly Glu lie Ala His Phe Phe 

165 170 175 

Cys Asp lie Thr Pro Val Leu Lys Leu Ser Cys Ser Asp Thr His lie 

180 185 190 

Asn Glu Met Met Val Phe Val Leu Gly Gly Thr Val Leu lie Val Pro 

195 200 205 

Phe Leu Cys lie Val Thr Ser Tyr lie His lie Val Pro Ala lie Leu 

210 215 220 

Arg Val Arg Thr Arg Gly Gly Val Gly Lys Ala Phe Ser Thr Cys Ser 
225 230 235 240 

Ser His Leu Cys Val Val Cys Val Phe Tyr Gly Thr Leu Phe Ser Ala 

245 250 255 

Tyr Leu Cys Pro Pro Ser lie Ala Ser Glu Glu Lys Asp lie Ala Ala 

260 265 270 

Ala Ala Met Tyr Thr He Val Thr Pro Met Leu Asn Pro Phe He Tyr 

275 280 285 

Ser Leu Arg Asn Lys Asp Met Lys Gly Ala Leu Lys Arg Leu Phe Ser 

290 295 300 

His Arg Ser He Val Ser Ser 
305 310 

<210> 1624 
<211> 314 
<212> PRT 

<213> Unknown (H3 8g541 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(314) 

<223> Xaa - Any Amino Acid 

<400> 1624 

Met Gly Gly Lys Gin Pro Trp Val Thr Glu Phe He Leu Val Gly Phe 

1 5 10 15 

Gin Val Gly Pro Ala Leu Ala He Leu Leu Cys Gly Leu Phe Ser Val 

20 25 30 

Phe Tyr Thr Leu Thr Leu Leu Gly Asn Gly Val He Phe Gly He He 

35 40 45 

Cys Leu Asp Ser Lys Leu His Thr Pro Met Tyr Phe Phe Leu Ser His 
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50 










55 








60 










Leu 


Ala 


He 


He 


Asp 


Met 


Ser Tyr 
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Asn 
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Val 


Pro 


Lys 


Met 


65 










70 








75 










80 


Leu 


Ala 


Asn 


Leu 


Met 


Asn 


Gin Lys 


Ser 


Thr 


He 


Ser 


Phe 


Val 


Pro 


Cys 










85 








90 










95 




lie 


Met 


Gin 


Thr 


Phe 


Leu 


Tyr Leu 


Ala 


Phe 


Ala 


Val 


Thr 


Glu 


Cys 


Leu 








100 








105 










110 






lie 


Leu 


Val 


Val 


Met 


Ser 


Tyr Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 


His 


Pro 






115 








120 










125 








Phe 


Gin 


Tyr 


Thr 


Val 


He 


Met Ser 


Trp 


Arg 


Val 


Cys 


Thr 


He 


Leu 


Ala 




130 










135 








140 










Ser 


Thr 


Cys 


Trp 


He 


He 


Ser Phe 


Leu 


Met 


Ala 


Leu 


Val 


His 


He 


Thr 


145 










150 








155 










160 


His 


lie 


Leu 


Arg 


Pro 


Pro 


Phe Cys 


Gly 


Pro 


Gin 


Lys 


He 


Asn 


His 


Phe 










165 








170 










175 
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Cvs 


Gin 


He 


Met 


Ser 


Val Phe 


Lvs 


Leu 


Ala 


Cys 


Ala 


Gly 


Pro 


Arg 








180 








185 










190 






Leu 


Asn 


Gin 


Val 


Val 


Leu 


Tyr Ala 


Gly 


Ser 


Ala 


Phe 


He 


Val 


Glu Gly 
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200 










205 








Pro 


Leu 


Cys 


Leu 


Glu 


Leu 


Val Ser 


Asn 


Leu 


His 


He 


Leu 


Ser 


Ala 


He 




210 










215 








220 










Leu 


Aro 


He 


Gin 


Asn Gly Glu Gly 




Arg 


Pro 


Thr 


Tvr 


Ser 


Ser 


Cys 


225 










230 








235 










240 


Ser 


Ser 
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Leu 


Cys 


Met 


Val Gly 


Leu 


Leu 


Phe 


Gly 


Ser 


Thr 


Met 


Val 










245 








250 










255 




Met 


Tyr 


Met 


Ala 


Pro 


Lys 


Ser Arg 


His 


Pro 


Glu 


Glu 


Gin 


Gin 


Lys 


Val 








260 








265 










270 






Leu 


Ser 


Leu 


Phe 


Tyr 


Ser 


Leu Phe 


Asn 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 


He 






275 








280 










285 








Tyr 


Ser 


Leu Arg 


Asn 


Ala 


Glu Val 


Lys 


Gly Ala 


Leu 


Lys 


Arg 


Val 


Leu 




290 










295 








300 










Trp 


Lys 


Gin Arg 


Ser 


Lys 


Xaa Gly 


Met 


Pro 















305 310 



<210> 1625 
<211> 193 
<212> PRT 

<213> Unknown (H38g542 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(193) 

<223> Xaa = Any Amino Acid 



<400> 1625 
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Lys 


Val 


Tyr 
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Lys 


Ala 


He 


Xaa 


Val 


Gin 


Lys 


Gin 


Gly 


Lys 


Phe 


1 








5 










10 










15 




Phe 


Val 


He 


He 


Phe 


Cys 


Xaa 


Xaa 


Cys 


Glu 


Met 


Xaa 


Gly 


Lys 


Asn 


He 








20 










25 










30 






Gin 


Leu 


Xaa 


Gly 


Cys 


Leu 


Thr 


Val 


Leu 


Leu 


Glu 


Thr 


Ser 


Phe 


Ala 


Leu 






35 










40 










45 








Gin 


Arg 


Pro 


Leu 


Cys 


Gly 


Asn 


Leu 


He 


Asp 


Asp 


Thr 
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<213> Unknown (H3 8g545 protein) 
<220> 

<223> Synthetic construct 
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Phe 


Leu 


Leu 


Val 


Tyr 


Leu 


Leu 


Asn 






35 










40 


Gly 


Val 


Val 


Arg 


Ala 


Asp 


Thr 


Arg 




50 










55 




Leu 


Gly 


Asn 


Leu 


Ser 


Cys 


Leu 


Glu 


65 










70 






Pro 


Lys 


Met 


Leu 


Ser 


Asn 


Phe 


Leu 










85 








Ala 


Ala 


Cvs 


lie 


Thr 


Gin 


Phe 


Tyr 








100 










Glu 


Phe 


Leu 


Leu 


Leu 


Ala 


Val 


Met 






115 










120 


Cvs 


His 


Pro 


Leu 


Arg 


Tvr 


Pro 


Leu 




130 










135 




Arg 


Val 


Ala 


Leu 


Ala 


Cvs 


Trp 


Val 


145 










150 






Pro 


Thr 


Val 


Ala 


Val 


Ala 


Leu 


Leu 










165 








Val 


Gin 


His 


Phe 


Phe 


Cys 


Asp 


Ser 








180 










Thr 


Asn 


Thr 


Lys 


Lys 


Leu 


Glu 


Glu 






195 










200 


Val 


lie 


Val 


Ser 


Ser 


Leu 


Leu 


lie 




210 










215 




Val 


Leu 


Ala 


Val 


Leu 


Ser 


He 


Pro 


225 










230 






Phe 


Ser 


Thr 


Cys 


Thr 


Ser 


His 


Leu 










245 








Ser 


Ala 


lie 


Phe 


Leu 


Tyr 


Val 


Arg 








260 










Thr 


Asn 


Trp 


Ala 


Val 


Thr 


Val 


He 






275 










280 


Asn 


Pro 


Phe 


He 


Tyr Ala 


Leu 


Arg 




290 










295 




Lys 


Asp 


Met 


Phe 


Arg 


Lys 


Val 


Val 


305 










310 







<210> 1633 
<211> 260 
<212> PRT 

<213> Unknown (H3 8g550 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...(260) 

<223> Xaa = Any Amino Acid 

<400> 1633 

Val Leu Cys Val He Phe Cys Lys 

1 5 
Ser Phe Phe Glu Tyr Leu Met Thr 
20 

Cys Ser Thr Met Leu Val Ser lie 
35 40 



Ser Asp 


Pro 


Thr 


Glu 


Phe 


Val 


Leu 




10 










15 




Ala 


Arg 


Val 


Glu 


Leu 


Phe 


Ser 


Val 


25 










30 






Leu 


Thr 


Gly Asn 


Val 


Leu 


He 


Val 










45 








Leu 


Gin 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 








60 










He 


Leu 


Leu 


Thr 


Ser 


Val 


He 


He 






75 










80 


Ser Arg Gin His 


Thr 


He 


Ser 


Phe 




90 










95 




Phe 


Tyr 


Phe 


Phe 


Leu 


Gly 


Ala 


Ser 


105 










110 






Ser 


Ala 


Asp 


Arg 


Tyr 


Leu 


Ala 


He 










125 








Leu 


Met 


Ser 


Glv 


Ala 


Val 


Cys 


Phe 








140 










Gly Gly 


Leu 


Val 


Pro 


Val 


Leu 


Gly 






155 










160 


Pro 


Phe 


Cys 


Lys 


Gin 


Gly 


Ala 


Val 




170 










175 




Gly 


Pro 


Leu 


Leu 


Arg 


Leu 


Ala 


Cys 


185 










190 






Thr 


Asp 


Phe 


Val 


Leu 


Ala 


Ser 


Leu 










205 








Thr 


Ala 


Val 


Ser 


Tyr 


Gly 


Leu 


He 








220 










Ser 


Ala 


Ser 


Gly 


Arg 


Gin 


Lys 


Ala 






235 










240 


He 


Val 


Val 


Thr 


Leu 


Phe 


Tyr 


Gly 




250 










255 




Pro 


Ser 


Gin 


Ser 


Gly 


Ser 


Val 


Asp 


265 










270 






Thr 


Thr 


Phe 


Val 


Thr 


Pro 


Leu 


Leu 










285 








Asn 


Glu 


Gin 


Val 


Lys 


Glu 


Ala 


Leu 








300 










Ala Gly Val 
















315 












Xaa 


Asn 


His 


His 


He 


Ser 


Leu 


Leu 




10 










15 




Xaa 


Xaa 


Lys 


Lys 


Tyr 


Gly 


Ser 


He 


25 










30 






Arg 


He 


Lys 


Tyr 


Leu 


Glu 


Val 


Phe 










45 
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Ala 


Glu 


Asn 


Leu 


Phe 


Gly Ala 


Ala 


Glu 


He 


He 


Pro 


Leu 


Met 


Trp 


Met 




50 










55 










60 










Val 


His 


Gly 


Cys 


Tyr 


Val 


Thr 


Val 


Cys 


Asn 


Tyr 


Met 


Thr 


He 


Val 


Asn 


65 










70 










75 










80 


Gin Tyr 


Arg 


Cys 


Ser 


His 


Leu 


Thr 


Gly Met 


Ala 


Trp 


Thr 


Glu 


Ser 


Phe 










85 










90 










95 




He 


His 


Gly Thr 


Val 


Xaa 


He 


Leu 


Ser 


Pro 


Val 


Xaa 


Leu 


Pro 


Phe 


Tyr 








100 










105 










110 






Asp 


Pro 


Asn 
115 


Val 


He 


Ala 


His 


Phe 
120 


Met 


Cys 


Asp 


Leu 


Asn 
125 


Thr 


Phe 


Leu 


Lys 


Leu 


Leu Cys 


Met 


Gly Thr 


Thr 


Asn 


Thr 


He 


Gly 


Phe 


Phe 


Val 


Ala 




130 










135 










140 










Ala 


Asn 


Gly Gly 


Phe 


Asn 


Tyr 


Leu 


Leu 


Asn 


He 


He 


Phe 


Leu 


Met 


Val 


145 










150 










155 










160 


Ser 


Xaa 


Val 


Ala 


He 
165 


Leu 


Cys 


Thr 


Leu 


Lys 
170 


Thr 


His 


Ser 


Leu 


Glu 
175 


Glu 


Arg 


Cys 


Xaa 


Ser 
180 


Leu 


Ser 


Thr 


Cys 


He 
185 


Ser 


His 


Thr 


Thr 


Met 
190 


Val 


He 


Leu 


Phe 


Phe 
195 


Glu 


Phe 


Cys 


He 


Ser 
200 


Val 


Tyr 


Leu 


Cys 


Pro 
205 


Val 


Thr 


Leu 


Leu 


Pro 
210 


He 


Asn 


Lys 


Ala 


Met 
215 


Ala 


Val 


Phe 


His 


Thr 
220 


Val 


He 


Asn 


Pro 


Met 


Leu 


Lys 


Pro 


Leu 


Val 


Tyr 


Thr 


Leu 


Arg 


Asn 


Ala 


Glu 


Val 


Lys 


Ser 


225 










230 










235 










240 


Ala 


Leu 


Arg 


Lys 


Val 


Trp 


Val 


Lys 


Arg Xaa 


Pro 


Glu 


Glu 


Arg 


Asn 


Asn 










245 










250 










255 




Leu 


Asn 


He 


Arg 



























260 



<210> 1634 
<211> 318 
<212> PRT 

<213> Unknown (H38g551 protein) 



<220> 

<223> Synthetic construct 
<400> 1634 

Met Glu Trp Glu Asn His Thr He Leu Val Glu Phe Phe Leu Lys Gly 

15 10 15 

Leu Ser Gly His Pro Arg Leu Glu Leu Leu Phe Phe Val Leu He Phe 

20 25 30 

He Met Tyr Val Val He Leu Leu Gly Asn Gly Thr Leu He Leu He 

35 40 45 

Ser He Leu Asp Pro His Leu His Thr Pro Met Tyr Phe Phe Leu Gly 

50 55 60 

Asn Leu Ser Phe Leu Asp He Cys Tyr Thr Thr Thr Ser He Pro Ser 
65 70 75 80 

Thr Leu Val Ser Phe Leu Ser Glu Arg Lys Thr He Ser Leu Ser Gly 

85 90 95 

Cys Ala Val Gin Met Phe Leu Ser Leu Ala Met Gly Thr Thr Glu Cys 

100 105 110 

Val Leu Leu Gly Val Met Ala Phe Asp Arg Tyr Val Ala He Cys Asn 

115 120 125 

Pro Leu Arg Tyr Pro He He Met Ser Lys Asp Ala Tyr Val Pro Met 

130 135 140 

Ala Ala Gly Ser Trp He He Gly Ala Val Asn Ser Ala Val Gin Thr 
145 150 155 160 

Val Phe Val Val Gin Leu Pro Phe Cys Arg Asn Asn He He Asn His 

165 170 175 

Phe Thr Cys Glu He Leu Ala Val Met Lys Leu Ala Cys Ala Asp He 
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180 

Ser Gly Asn Glu Phe 
195 

Thr Pro Leu Leu Leu 
210 

He Phe Lys He Ser 
225 

Cys Ser Ala Arg Leu 
245 

Leu Met Tyr Met Lys 
260 

Leu Asp Ala Thr Asp 
275 

Pro Met Met Asn Pro 
290 

Glu Ala Val Lys His 
305 



185 

He Leu Leu Val Thr Thr 
200 

He He Val Ser Tyr Thr 
215 

Ser Ser Glu Gly Arg Ser 
230 235 
Thr Val Val He Thr Phe 
250 

Pro Lys Ser Gin Glu Thr 
265 

Lys Leu He Phe He Phe 
280 

Leu He Tyr Ser Leu Arg 
295 

Leu Leu Arg Arg Lys Asn 
310 315 



190 

Thr Leu Phe Leu Leu 
205 

Leu He He Leu Ser 
220 

Lys Pro Ser Ser Thr 
240 

Cys Gly Thr He Phe 
255 

Leu Asn Ser Asp Asp 
270 

Tyr Arg Val Met Thr 
285 

Asn Lys Asp Val Lys 
300 

Phe Asn Lys 



<210> 1635 
<211> 333 
<212> PRT 

<213> Unknown <H3 8g552 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (333) 

<223> Xaa = Any Amino Acid 



<400> 1635 



Met 


Glu 


Arg 


Thr 


Asn 


Trp 


Thr 


Glu 


He 


Glu 


Phe 


He 


Leu 


Gin 


Gly Leu 


1 








5 










10 










15 




Ser 


Gly 


Tyr 


Pro 
20 


Arg 


Ala 


Glu 


Lys 


Phe 
25 


Leu 


Phe 


Val 


Met 


Cys 
30 


Leu 


Val 


Met 


Tyr 


Leu 


Val 


He 


Leu 


Leu 


Gly 


Asn Gly Thr 


Leu 


He 


He 


Leu 


Thr 






35 










40 










45 








Leu 


Leu 


Asp 


Ala 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly Asn 




50 










55 










60 










Leu 


Ser 


Phe 


Leu 


Asp 


He 


Trp 


Tyr 


Thr 


Ser 


Ser 


Ser 


He 


Pro 


Ser 


Met 


65 










70 










75 










80 


Leu 


He 


His 


Phe 


Leu 
85 


Ser 


Glu 


Lys 


Lys 


Thr 
90 


He 


Ser 


Phe 


Thr 


Arg 
95 


Cys 


Val 


He 


Gin 


Met 


Ser 


Val 


Ser 


Tyr 


Thr Met Gly 


Ser 


Thr 


Glu 


Cys 


Val 








100 










105 










110 






Leu 


Leu 


Ala 
115 


Val 


Met 


Ala 


Tyr 


Asp 
120 


Arg 


Tyr 


Val 


Ala 


He 
125 


Cys 


Asn 


Pro 


Leu 


Arg 
130 


Tyr 


Pro 


He 


He 


Met 
135 


Gly 


Lys 


Ala 


Leu 


Cys 
140 


He 


Gin 


Met 


Val 


Ala 


Val 


Ser 


Trp 


Gly 


Leu 


Gly 


Phe 


Leu 


Asn 


Ser 


Leu 


Thr 


Glu 


Thr 


Val 


145 










150 










155 










160 


Leu 


Ala 


He 


Arg 


Leu 


Pro 


Phe 


Cys 


Gly Lys 


Asn 


Val 


He 


Asn 


His 


Phe 










165 










170 










175 




Val 


Cys 


Glu 


He 


Leu 


Ala 


Phe 


Val 


Lys 


Leu 


Ala 


Cys 


Thr Asp 


Thr 


Ser 








180 










185 










190 






Leu 


Asn 


Glu 


He 


He 


He 


Met 


Leu 


Gly Asn Val 


He 


Phe 


Leu 


Phe 


Ser 






195 










200 










205 








Pro 


Leu 
210 


Leu 


Leu 


He 


Cys 


He 
215 


Ser 


Tyr 


He 


Phe 


He 
220 


Leu 


Ser 


Thr 


Val 


Leu 


Arg 


He 


Asn 


Ser 


Ala 


Glu 


Gly 


Arg 


Lys 


Lys 


Ala 


Phe 


Ser 


Thr 


Cys 



225 230 235 • 240 
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Ser Ala 


His 


Met 


Thr 


Val 


Val 


He 


Val 


Phe 


Tyr 


Gly 


Thr 


He 


Leu 


Phe 








245 










250 










255 




Met Tyr 


Met 


Lys 


Ala 


Lys 


Ser 


Lys 


Asp 


Ser 


Ala 


Phe 


Asp 


Lys 


Leu 


He 




260 










265 










270 






Ala Leu 


Phe 


Tyr 


Gly 


He 


Val 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 


-Lie 


lie 


Tyr 




275 










280 










285 








Ser Leu 


Arg 


Asn 


Thr 


Glu 


Val 


His 


Gly Ala 


Met 


Arg 


Lys 


Leu 


Met 


Ser 


290 










295 










300 










Arg His 


Leu 


Val 


Leu 


Glu 


Glu 


Met 


Met 


Thr 


His 


Xaa 


His 


Leu 


Xaa 


Val 


305 








310 










J lo 












Tyr Ala 


Gin Asn 


Thr 


Leu 


Thr 


Ser 


Leu 


Ara 


Gin 


His 


Phe 














325 










330 














<210> 1636 




























<211> 322 




























<212> PRT 




























<213> Unknown (H38g553 protein) 


















<220> 






























<223> Synthetic 


construct 




















<221> VARIANT 


























<222> (1) . . . 


. (322) 
























<223> Xaa = 


Any 


Amino Acid 




















<400> 1636 






























m it 

VJ-LU. 


Pro 


Trp 


Asn 


Leu 


Thr 


Asp Val 


Xaa 


Glu 


Phe 


Leu 


Leu 


Leu 


1 






5 










10 










15 




Gly Leu 


Ser 


Glu 


Asp 


Pro 


Glu 


Leu 


Gin 


Pro 


Val 


Leu 


Ala 


Leu 


Leu 


Ser 














25 










30 






Leu Ser 


Leu 


Ser 


Met 


Cys 


Leu 


Val 


Met 


Val 


Leu 


Arg 


Asn 


Leu 


Leu 


Ser 




35 










40 










45 








lie Leu 


Ala 


Val 


Ser 


Ser 


Val 


Ser 


Pro 


Leu 


His 


Thr 


Pro 


Val 


Tyr 


Phe 


50 










55 










60 










Phe Leu 


Ser 


Lys 


Leu 


Cys 


Trp 


Ala 


Asp 


He 


Gly 


Phe 


Thr 


Leu 


Ala 


Thr 


65 








70 










75 










80 


Val Pro 


Lys 


Met 


He 


Val 


Asp 


Met 


Gin 


Ser 


His 


Ser 


Arg 


Val 


He 


Ser 






85 










90 










95 




His Ala 


Gly 


Cys 


Leu 


Thr 


Gin 


Met 


Ser 


Phe 


Phe 


He 


Leu 


Phe 


Ala 


Cys 




100 










105 










110 






lie Glu 


Gly 


Met 


Leu 


Leu 


Thr 


Val 


Met 


Ala 


Tyr 


Asp 


Cys 


Phe 


Val 


Ala 




115 










120 










125 








lie Cys 


Arg 


Pro 


Leu 


His 


Tyr 


Pro 


Val 


He 


Val 


Asn 


Pro 


His 


Leu 


Cys 


130 










135 










140 










Val Ser 


Phe 


Leu 


Leu 


Val 


Ser 


Phe 


Phe 


Leu 


Ser 


Met 


Leu 


Asp 


Ser 


Gin 


145 








150 










155 










160 


Leu His 


Ser 


Xaa 


He 


Val 


Leu 


Gin 


Phe 


Thr 


He 


He 


Lys 


Asn 


Val 


Glu 








165 










170 










175 




lie Ser 


Asn 


Phe 


Val 


Cys 


Asp 


Pro 


Ser 


Gin 


Leu 


Leu 


Lys 


Leu 


Ala 


Cys 






180 










185 










190 






Ser Asp 


Ser 


Val 


He 


Asn 


Ser 


He 


Phe 


He 


Tyr 


Phe 


Asn 


Ser 


Thr 


Met 


195 










200 










205 








Phe Gly 


Phe 


Leu 


Pro 


lie 


Ser 


Gly 


He 


Leu 


Trp 


Ser 


Tyr 


Cys 


Lys 


He 


210 










215 










220 










Val Pro 


Ser 


He 


Leu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Gly 


Lys 


Tyr 


Lys 


Ala 


225 








230 










235 










240 


Phe Ser 


Thr 


Cys 


Gly 


Ser 


His 


Leu 


Ala 


Val 


Val 


Cys 


Xaa 


Phe 


Tyr 


Arg 






245 










250 










255 




Thr Gly 


He 


Gly 


Met 


Tyr 


Leu 


Thr 


Ser 


Ala 


Val 


Ser 


Pro 


Pro 


Pro 


Arg 






260 










265 










270 






Asn Gly 


Val 


Val 


Ala 


Ser 


Ala 


Met 


Phe 


Ser 


Val 


Val 


Thr 


Pro 


Met 


Leu 
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275 

Asn Leu Phe lie 
290 

Arg Arg Leu Leu 
305 

Phe Ser 



280 

Tyr Ser Leu Arg 
295 

Ser Arg Thr Val 
310 



Asn Arg Asp lie 
300 

Glu Ser Tyr Asp 
315 



285 

Gin Ser Ala Leu 

Leu Phe His Pro 
320 



<210> 1637 
<211> 312 
<212> PRT 

<213> Unknown <H38g554 protein) 
<220> 

<223> Synthetic construct 



<400> 1637 



Mot- 

i its t. 


AT a 


Gly Glu 


Ren 

noil 


Hi s 


Thr 


Thr 


Leu 


Pro 


Glu 


Phe 


Leu 


Leu 


Leu Gly 










5 










10 










15 




IT IlC 


C pr 
oci 


Asp 


Leu 


Lys 


Ala 


Leu 


Gin 


Gly 


Pro 


Leu 


Phe 




Val 


Val 


Leu 








20 










25 










30 






i-»eu 


»Cll 


Tyr 


Leu 


Val 
v ax 


A HJ. 


Leu 


Leu 


Gly Asn 


Ser 


Leu 


He 


He 


Leu 


Leu 






35 










40 










45 








TV*-*- 

i nr 




Val 


Ser 


Pro 


Ala 


l_»eu 


Hi «s 


Ser 


Pro 


Met 


xyx 


Phe 


Phe 


Leu 


Arg 














55 










60 










Gin 


Leu 


Ser 


Val 


Val 


Glu 


Leu 


Phe 


Tvr 


Thr 


Thr 


Asp 


He 


Val 


Pro 


Arg 












70 










75 










80 


Thr 


Leu 


Ala 


Asn 


Leu 


Glv 


Ser 


Pro 


His 


Pro 


Gin 


Ala 


He 


Ser 


Phe 


Gin 










85 










90 










95 




Glv 


Cys 


Ala 


Ala 


Gin 


Met 


Tyr 


Val 


Phe 


He 


Val 


Leu 


Gly 


He 


Ser 


Glu 








100 










105 










110 






Cys 


Cys 


Leu 


Leu 


Thr 


Ala 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Cys 






115 










120 










125 








Gin 


Pro 


Leu 


Arg 


Tyr 


Ser 


Thr 


Leu 


Leu 


Ser 


Pro 


Arg 


Ala 


Cys 


Met 


Ala 




130 










135 










140 










Met 


Val 


Gly Thr 


Ser 


Trp 


Leu 


Thr 


Gly 


He 


He 


Thr 


Ala 


Thr 


Thr 


His 


145 










150 










155 










160 


Ala 


Ser 


Leu 


He 


Phe 


Ser 


Leu 


Pro 


Phe 


Arg 


Ser 


His 


Pro 


He 


He 


Pro 










165 










170 










175 




His 


Phe 


Leu 


Cys 


Asp 


He 


Leu 


Pro 


Val 


Leu 


Arg 


Leu 


Ala 


Ser 


Ala Gly 








180 










185 










190 






Lys 


His 


Arg 


Ser 


Glu 


He 


Ser 


Val 


Met 


Thr 


Ala 


Thr 


He 


Val 


Phe 


He 






195 










200 










205 








Met 


He 


Pro 


Phe 


Ser 


Leu 


He 


Val 


Thr 


Ser 


Tyr 


He 


Arg 


He 


Leu 


Gly 




210 










215 










220 










Ala 


He 


Leu 


Ala 


Met 


Ala 


Ser 


Thr 


Gin 


Ser 


Arg 


Arg 


Lys 


Val 


Phe 


Ser 


225 










230 










235 










240 


Thr 


Cys 


Ser 


Ser 


His 


Leu 


Leu 


Val 


Val 


Ser 


Leu 


Phe 


Phe 


Gly 


Thr 


Ala 










245 










250 










255 




Ser 


He 


Thr 


Tyr 


He 


Arg 


Pro 


Gin 


Ala 


Gly 


Ser 


Ser 


Val 


Thr 


Thr 


Asp 








260 










265 










270 






Arg 


Val 


Leu 


Ser 


Leu 


Phe 


Tyr 


Thr 


Val 


He 


Thr 


Pro 


Met 


Leu 


Asn 


Pro 






275 










280 










285 








He 


He 


Tyr 


Thr 


Leu 


Arg 


Asn Lys 


Asp 


Val 


Arg Arg 


Ala 


Leu 


Arg 


His 




290 










295 










300 










Leu 


Val 


Lys 


Arg 


Gin 


Arg 


Pro 


Ser 



















305 310 



<210> 1638 
<211> 310 
<212> PRT 
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<213> Unknown (H3 8g555 protein) 
<220> 

<223> Synthetic construct 
<400> 1638 

Met Ala Gly Asn Asn Phe Thr Glu Val Thr Val Phe lie Leu Ser Gly 

1 5 10 15 

Phe Ala Asn His Pro Glu Leu Gin Val Ser Leu Phe Leu Met Phe Leu 

20 25 30 

Phe lie Tyr Leu Phe Thr Val Leu Gly Asn Leu Gly Leu lie Thr Leu 

35 40 45 

lie Arg Met Asp Ser Gin Leu His Thr Pro Met Tyr Phe Phe Leu Ser 

50 55 60 

Asn Leu Ala Phe lie Asp lie Phe Tyr Ser Ser Thr Val Thr Pro Lys 
65 70 75 80 

Ala Leu Val Asn Phe Gin Ser Asn Arg Arg Ser lie Ser Phe Val Gly 

85 90 95 

Cys Phe Val Gin Met Tyr Phe Phe Val Gly Leu Val Cys Cys Glu Cys 

100 105 110 

Phe Leu Leu Gly Ser Met Ala Tyr Asn Arg Tyr lie Ala lie Cys Asn 

115 120 125 

Pro Leu Leu Tyr Ser Val Val Met Ser Gin Lys Val Ser Asn Trp Leu 

130 135 140 

Gly Val Met Pro Tyr Val lie Gly Phe Thr Ser Ser Leu He Ser Val 
145 150 155 160 

Trp Val He Ser Ser Leu Ala Phe Cys Asp Ser Ser lie Asn His Phe 

165 170 175 

Phe Cys Asp Thr Thr Ala Leu Leu Ala Leu Ser Cys Val Asp Thr Phe 

180 185 190 

Gly Thr Glu Met Val Ser Phe Val Leu Ala Gly Phe Thr Leu Leu Ser 

195 200 205 

Ser Leu Leu He He Thr Val Thr Tyr He He He He Ser Ala He 

210 215 220 

Leu Arg He Gin Ser Ala Ala Gly Arg Gin Lys Ala Phe Ser Thr Cys 
225 230 235 240 

Ala Ser His Leu Met Ala Val Thr He Phe Tyr Gly Ser Leu He Phe 

245 250 255 

Thr Tyr Leu Gin Pro Asp Asn Thr Ser Ser Leu Thr Gin Ala Gin Val 

260 265 270 

Ala Ser Val Phe Tyr Thr He Val He Pro Met Leu Asn Pro Leu He 

275 280 285 

Tyr Ser Leu Arg Asn Lys Asp Val Lys Asn Ala Leu Leu Arg Val He 

290 295 300 

His Arg Lys Leu Phe Pro 
305 310 

<210> 1639 
<211> 157 
<212> PRT 

<213> Unknown (H3 8g556 protein) 
<220> 

<223> Synthetic construct 
<400> 1639 

He Cys Ser Pro Leu Leu Tyr Ser Val He He Ser Asn Lys Ala Cys 

15 10 15 

Phe Ser Leu He Leu Gly Val Tyr He He Gly Leu Val Cys Ala Ser 

20 25 30 

Val His Thr Gly Cys Met Phe Arg Val Gin Phe Cys Lys Phe Asp Leu 
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35 40 45 



He 


Asn 


His 


Tyr 


Phe 


Cys 


Asp 


Leu 


Leu 


Pro 


Leu 


Leu 


Lys 


Leu 


Ser 


Cys 




50 










55 










60 










Ser 


Ser 


He 


Tyr 


Val 


Asn 


Lys 


Leu 


Leu 


He 


Leu 


Cys 


Val 


Gly Ala 


Phe 


65 










70 










75 










80 


Asn 


He 


Leu 


Val 


Pro 


Ser 


Leu 


Thr 


He 


Leu 


Cys 


Ser 


Tyr 


He 


Phe 


He 










85 










90 










95 




He 


Ala 


Ser 


He 


Leu 


His 


He 


Arg 


Ser 


Thr 


Glu 


Gly Arg 


Ser 


Lys 


Ala 








100 










105 










110 






Phe 


Ser 


Thr 


Cys 


Ser 


Ser 


His 


Met 


Leu 


Ala 


Val 


Val 


He 


Phe 


Phe 


Gly 






115 










120 










125 








Ser 


Ala 


Ala 


Phe 


Met 


Tyr 


Leu 


Gin 


Pro 


Ser 


Ser 


He 


Ser 


Ser 


Met 


Asp 




130 










135 










140 










Gin 


Gly 


Lys 


Val 


Ser 


Ser 


Val 


Phe 


Tyr 


Thr 


He 


He 


Val 









145 150 155 

<210> 1640 
<211> 178 
<212> PRT ' 

<213> Unknown <H38g557' protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1) . . . (178) 

<223> Xaa = Any Amino Acid 



<400> 1640 



Leu 


Ala 


Pro 


Ser 


Ser 


Ser 


Leu 


Ala 


Leu Gly Thr 


Trp 


Arg 


Trp 


Gin 


Trp 


1 








5 










10 










15 




His 


Ser 


Met 


Thr 
20 


Glu 


Leu 


Val 


Leu 


Leu 
25 


Val 


Leu 


Ser 


Gly 


Phe 
30 


Gly 


Ser 


Val 


Arg 


Gly 
35 


Leu 


Leu 


Phe 


Trp 


Ala 
40 


Val 


Leu 


Cys 


Lys 


His 
45 


Leu 


Val 


Thr 


Leu 


Leu 
50 


Asp 


Asn 


Ser 


Leu 


He 
55 


Val 


Val 


Leu 


Ala 


Leu 
60 


Val 


Ser 


Leu 


Cys 


Leu 


Arg 


Trp 


Pro 


Thr 


His 


Phe 


Leu 


Leu 


His 


His 


Phe 


Ser 


Leu Gly 


Glu 


65 










70 










75 










80 


Val 


Pro 


Arg 


His 


Ser 


Gly 


Gly 


Val 


Ser 


Asp 


Ala 


Gly Arg 


Phe 


Pro 


Ser 










85 










90 










95 




Pro 


Ala 


Ala 


Leu 
100 


Ala 


His 


Arg 


Xaa 


Ala 
105 


Ala 


Ser 


Arg 


Cys 


Trp 
110 


Val 


Phe 


Phe 


Ala 


Leu 
115 


Pro 


Gly 


He 


Ala 


Glu 
120 


Cys 


Cys 


Leu 


Arg 


Arg 
125 


Ala 


Met 


Ala 


Tyr 


Arg 
130 


Arg 


Cys 


Asp 


Ala 


He 
135 


Cys 


Arg 


Pro 


Leu 


His 
140 


Ser 


Thr 


Thr 


Xaa 


Gly 


Ala 


Leu 


Val 


Phe 


Arg 


Ala 


Arg 


Phe 


Ala 


Phe 


Thr 


Leu 


Pro 


Phe 


Cys 


145 










150 










155 










160 


Gly 


Ala 


Ala 


Arg 


Thr 
165 


Arg 


Tyr 


Phe 


Arg 


Leu 
170 


Asp 


Ser 


Arg 


Pro 


Val 
175 


Leu 


Arg 


Pro 































<210> 1641 
<211> 314 
<212> PRT 

<213> Unknown (H38g558 protein) 
<220> 

<223> Synthetic construct 
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<400> 1641 



Met 


Thr 


Arg 


Lys 


Asn 


Tyr 


Thr 


Ser 


Leu 


Thr 


Glu 


Phe 


Val 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Ala 


Asp 


Thr 


Leu 


Glu 


Leu 


Gin 


He 


He 


Leu 


Phe 


Leu 


Phe 


Phe 


Leu 






20 










25 










30 






Val 


He 


Tyr 


Thr 


Leu 


Thr 


Val 


Leu 


Gly 


Asn 


Leu 


Gly 


Met 


He 


Leu 


Leu 






35 










40 










45 








lie 


Arg 


He 


Asp 


Ser 


Gin 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Ala 




50 










55 










60 










Asn 


Leu 


Ser 


Phe 


Val 


Asp 


Val 


Cys 


Asn 


Ser 


Thr 


Thr 


He 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Ala 


Asp 


Leu 


Leu 


Ser 


Glu 


Lys 


Lys 


Thr 


He 


Ser 


Phe 


Ala 


Gly 










85 










90 










95 




Cys 


Phe 


Leu 


Gin 


Met 


Tyr 


Phe 


Phe 


He 


Ser 


Leu 


Ala 


Thr 


Thr 


Glu 


Cys 








100 










105 










110 






He 


Leu 


Phe 


Gly Leu Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Ala 


Ala 


He 


Cys 


Arg 






115 










120 










125 








Pro 


Leu 


Leu 




Ser 


Leu 


He 


Met 


Ser 


Arg 


Thr 


Val 


Tyr 


Leu 


Lys 


Met 




130 










135 










140 










Ala 


Ala 


Gly 




XrliKi 


Ala 


Ala 


Gly 


Leu 


Leu 


Asn 


Phe 


Met 


Val 


Asn 


Thr 


145 








150 










155 










160 


Ser 


His 


Val 


Ser 


Ser 


Leu 


Ser 


Phe 


Cys 


Asp 


Ser 


Asn 


Val 


He 


His 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asp 


Ser 


Pro 


Pro 


Leu 


Phe 


Lys 


Leu 


Ser 


Cys 


Ser 


Asp 


Thr 








180 










185 










190 






He 


Leu 


Lys 


Glu 


Ser 


He 


Ser 


Ser 


He 


Leu 


Ala 


Gly 


Val 


Asn 


He 


Val 






195 










200 










205 








Gly 


Thr 


Leu 


Leu 


Val 


He 


Leu 


Ser 


Ser 


Tyr 


Ser 


Tyr 


Val 


Leu 


Phe 


Ser 


210 










215 










220 










He 


Phe 


Ser 


Met 


His 


Ser 


Gly 


Glu 


Gly 


Arg 


His 


Arg 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


.rt Ad 


Ser 


His 


Leu 


Thr 


Ala 


He 


He 


Leu 


Phe 


Tyr 


Ala 


Thr 


Cys 


He 








245 










250 










255 




Tyr 


Thr 


Tyr 


Leu 


Arg 


Pro 


Ser 


Ser 


Ser 


Tyr 


Ser 


Leu 


Asn 


Gin 


Asp 


Lys 








260 










265 










270 






Val 


Ala 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val 


He 


Pro 


Met 


Leu 


Asn 


Pro 


Leu 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg 


Ser 


Lys 


Glu 


Val 


Lys 


Lys 


Ala 


Leu 


Ala 


Asn 


Val 




290 










295 










300 










He 


Ser 


Arg 


Lys 


Arg 


Thr 


Ser 


Ser 


Phe 


Leu 














305 










310 






















<210> 1642 




























<211> 314 




























<212> PRT 




























<213> Unknown (H38g559 protein) 


















<220> 






























<223> Synthetic 


construct 




















<400> 1642 




























Met 


Thr 


Arg 


Lys 


Asn 


Tyr 


Thr 


Ser 


Leu 


Thr 


Glu 


Phe 


He 


Leu 


Leu 


Gly 


1 








5 










10 










15 




Leu 


Ala 


Asp 


Thr 


Leu 


Glu 


Leu 


Gin 


He 


He 


Leu 


Phe 


Leu 


Leu 


Phe 


Leu 








20 










25 










30 






Val 


He 


Tyr 


Thr 


Leu 


Thr 


Val 


Leu 


Gly 


Asn 


He 


Gly 


Met 


He 


Leu 


Leu 






35 










40 










45 








He 


Arg 


He 


Asp 


Ser 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Val 




50 










55 










60 










Asn 


Leu 


Ser 


Phe 


Val 


Asp 


He 


Cys 


Tyr 


Ser 


Thr 


Thr 


He 


Thr 


Pro 


Lys 
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65 70 75 80 



Met 


Leu 


Ala Asp 


Leu 


Leu 


Ser 


Glu 


Lys 


Lys 


Thr 


He 


Ser 


Phe Ala Gly 










85 










90 










95 




Cys 


Phe 


Leu 


Gin 


Met 


Tyr 


Phe 


Phe 


He 


Ala 


Leu 


Ala 


Thr 


Thr 


Glu 


Cys 








100 










105 










110 






He 


Leu 


Phe 


Gly 


Leu 


Met 


Ala 


Tyr 


Asp 


Arg 


Tyr 


Val 


Thr 


He 


Cys 


Arg 






115 










120 










125 








Pro 


Leu 


Leu 


Tyr 


Ser 


Leu 


He 


Met 


Ser 


Arg 


Thr 


Val 


Cys 


Leu 


Lys 


Met 




130 










135 










140 










Ala 


Ala 


Gly Ala 


Phe 


Ala 


Ala 


Gly 


Leu 


Leu 


Asn 


Ser 


Met 


Val 


Asn 


Thr 


145 










150 










155 










160 


Ser 


Tyr 


Val 


Ser 


Ser 


Leu 


Ser 


Phe 


Cys 


Gly 


Ser 


Asn 


Val 


He 


His 


His 










165 










170 










175 




Phe 


Phe 


Cys 


Asn 


Ser 


Pro 


Pro 


Leu 


Phe 


Lys 


Leu 


Ser 


Cys 


Ser 


Asp 


Thr 








180 










185 










190 






His 


Leu 


Lys 


Glu 


Ser 


He 


Phe 


Ser 


Thr 


Phe 


Ala Gly Val 


Asn 


Lys 


Val 






195 










200 










205 








Gly 


Ala 


Leu 


Leu 


Val 


He 


Leu 


Ser 


Ser 


Tyr 


Ser 


Tyr 


Val 


Leu 


Phe 


Ser 




210 










215 










220 










He 


Phe 


Ser 


Met 


His 


Ser 


Gly Glu 


Gly Arg 


His 


Arg 


Ala 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


Thr 


Ala 


He 


He 


Leu 


Phe 


Tyr 


Thr 


Thr 


Ser 


He 










245 










250 










255 




Tyr 


Thr 


Tyr 


Leu 


Arg 


Pro 


Ser 


Ser 


Ser 


Tyr 


Ser 


Leu 


Asn 


Gin 


Asp 


Lys 








260 










265 










270 






Val 


Val 


Ser 


Val 


Phe 


Tyr 


Thr 


Val 


Val 


He 


Pro 


He 


Leu 


Asn 


Pro 


Leu 






275 










280 










285 








He 


Tyr 


Ser 


Leu 


Arg 


Asn 


Lys 


Glu 


Val 


Lys 


Lys 


Ala 


Leu 


Ala 


Asn 


Val 




290 










295 










300 










He 


Ser 


Arg 


Lys 


Arg 


He 


Pro 


Ser 


Phe 


Leu 















305 310 



<210> 1643 
<211> 314 
<212> PRT 

<213> Unknown (H38g560 protein) 
<220> 

<223> Synthetic construct 

<221> VARIANT 

<222> (1)...<314) 

<223> Xaa = Any Amino Acid 



<400> 1643 



Met 


Ser 


Gly 


Glu 


Asn 


Val 


Thr 


Lys 


Val Ser 


Thr 


Phe 


He 


Leu 


Val 


Gly 


1 








5 








10 










15 




Leu 


Pro 


Thr 


Ala 

20 


Pro 


Gly 


Leu 


Gin 


Tyr Leu 
25 


Leu 


Phe 


Leu 


Leu 
30 


Phe 


Leu 


Leu 


Thr 


Tyr 
35 


Leu 


Phe 


Val 


Leu 


Val 
40 


Glu Asn 


Leu 


Ala 


lie 
45 


He 


Leu 


He 


Val 


Trp 
50 


Ser 


Ser 


Thr 


Ser 


Leu 
55 


His 


Arg Pro 


Met 


Tyr 
60 


Tyr 


Phe 


Leu 


Ser 


Ser 


Met 


Ser 


Phe 


Leu 


Glu 


He 


Trp 


Tyr Val 


Ser 


Asp 


He 


Thr 


Pro 


Lys 


65 










70 








75 










80 


Met 


Leu 


Glu 


Gly 


Phe 
85 


Leu 


Leu 


Gin 


Gin Lys 
90 


Arg 


He 


Ser 


Phe 


Val 
95 


Gly 


Cys 


Met 


Thr 


Gin 
100 


Leu 


Tyr 


Phe 


Phe 


Ser Ser 
105 


Leu 


Val 


Cys 


Thr 
110 


Glu 


Cys 


Val 


Leu 


Leu 
115 


Ser 


Ser 


Met 


Ala 


Tyr 
120 


Asp Arg 


Tyr 


Val 


Ala 
125 


He 


Cys 


His 
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Pro Leu Arg Tyr His Val Leu Val Thr Ala Gly Leu Cys Val Gin Leu 

130 135 140 

Val Gly Phe Ser Phe Val Ser Gly Phe Ser He Ser Met He Lys Val 
145 150 155 i 6 o 

Cys Phe He Ser Ser Val Thr Phe Cys Gly Ser Asn Val Leu Asn His 

165 170 175 

Phe Phe Cys Asp He Ser Pro He Leu Lys Leu Ala Cys Thr Asp Phe 

180 185 190 

Ser Thr Ala Glu Leu Val Asp Phe He Leu Ala Phe He He Leu Val 

195 200 205 

Phe Pro Leu Leu Ala Thr He Leu Ser Tyr Trp His He Thr Leu Ala 

210 215 220 

Val Leu Arg He Pro Ser Ala Thr Gly Cys Trp Arg Ala Phe Ser Thr 
225 230 235 " 240 

Cys Ala Ser His Leu Thr Val Val Thr Val Phe Tyr Thr Ala Leu Leu 

245 250 255 

Phe Met Tyr Val Arg Pro Gin Ala He Asp Ser Gin Ser Ser Asn Lys 

260 265 270 

Leu He Ser Ala Val Tyr Thr Val Val Thr Pro He He Asn Pro Leu 

275 280 285 

He Tyr Cys Leu Arg Asn Lys Glu Phe Lys Asp Ala Leu Lys Lys Ala 

290 295 300 

Leu Gly Leu Gly Gin Thr Ser His Xaa Asp 
305 310 

<210> 1644 
<211> 214 
<212> PRT 

<213> Unknown (H38g561 protein) 
<220> 

<223> Synthetic construct 
<400> 1644 

Leu Ala Asp Leu Cys Phe Ser Thr Asn He Val Pro Gin Ala Leu Val 

1 5 10 15 

His Leu Leu Ser Arg Lys Lys Val He Val Phe Thr Leu Cys Ala Ala 
_ 20 25 30 

Arg Leu Leu Phe Leu Leu He Gly Gly Cys Thr Gin Cys Ala Leu Leu 

35 40 45 

Gly Val Met Ser Tyr Asp Arg Tyr Val Ala He Cys Asn Pro Leu Arg 

50 55 60 

Tyr Pro Asn He Met Thr Trp Lys Val Cys Val Gin Leu Ala Thr Ala 
" 70 75 80 

Pro Trp Thr Ser Gly He Leu Val Ser Val Val Asp Thr Thr Phe Thr 

85 90 95 

Leu Arg Leu Pro Tyr Arg Gly Ser Asn Ser He Ala His Phe Trp Cys 

100 105 no 

Glu Ala Pro Ala Leu Leu He Leu Ala Ser Thr Asp Thr His Ala Ser 

115 120 125 

Glu Met Ala He Phe Leu Thr Gly Val Val He Leu Leu He Pro Val 

^ 130 135 140 

Phe Leu He Leu Val Ser Tyr Gly Arg He He Val Thr Val Val Lys 
A 45 l 50 155 160 

Met Lys Ser Thr Val Gly Ser Leu Lys Ala Phe Ser Thr Cys Gly Ser 

165 170 175 

His Leu Met Val Val He Leu Phe Tyr Gly Ser Ala He He Thr Tyr 

180 las 19Q 

Met Thr Pro Lys Ser Ser Lys Gin Gin Glu Lys Ser Val Ser Val Phe 

I 95 200 205 

Tyr Pro He Val Thr Pro 
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210 

<210> 1645 
<211> 316 
<212> PRT 

<213> Unknown (H38g562 protein) 
<220> 

<223> Synthetic construct 



<400> 1645 



Met 


Leu 


Glu 


Ser 


Asn 


Tyr 


Thr 


Met 


Pro 


Thr 


Glu 


Phe 


Leu 


Phe 


Val 


Gly 


1 








5 










10 










15 




Phe 


Thr 


Asp 


Tyr 


Leu 


Pro 


Leu 


Arg 


Val 


Thr 


Leu 


Phe 


Leu 


Val 


Phe 


Leu 






20 










25 










30 






Leu 


Val 


Tvr 
35 


Thr 


Leu 


Thr 


Met 


Val 
40 


Gly 


Asn 


He 


Leu 


Leu 
45 


He 


He 


Leu 


Val 


Asn 
50 


He 


Asn 


Ser 


Ser 


Leu 
55 


Gin 


He 


Pro 


Met 


Tyr 
60 


Tyr 


Phe 


Leu 


Ser 


Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


He 


Ser 


Cys 


Ser 


Thr 


Ala 


He 


Thr 


Pro 


Lys 


65 










70 










75 










80 


Met 


Leu 


Ala 


Asn 


Phe 


Leu 


Ala 


Ser 


Arg 


Lys 


Ser 


He 


Ser 


Pro 


Tyr Gly 










85 










90 










95 




Cys 


Ala 


Leu 


Gin 


Met 


Phe 


Phe 


Phe 


Ala 


Ser 


Phe 


Ala 


Asp 


Ala 


Glu 


Cys 






100 










105 










110 






Lieu 


He 


Leu 
115 


Ala 


Ala 


Met 


Ala 


Tyr 
120 


Asp 


Arg 


Tyr 


Ala 


Ala 
125 


He 


Cys 


Asn 


Pro 


Leu 


Leu 


Tyr 


Thr 


Thr 


Leu 


Met 


Ser 


Arg Arg 


Val 


Cys 


Val 


Cys 


Phe 




130 










135 










140 






His 




lie 


Val 


Leu 


Ala 


Tyr 


Phe 


Ser 


Gly 


Ser 


Thr 


Thr 


Ser 


Leu 


Val 


Val 


145 










150 










155 










160 


Cys 


Leu 


Thr 


Phe 


Arg 


Leu 


Ser 


Phe 


Cys 


Gly Ser 


Asn 


He 


Val 


Asn 


His 








165 










170 










175 




Phe 


Phe 


Cys 


Asp 


He 


Pro 


Pro 


Leu 


Leu 


Ala 


Leu 


Ser 


Cys 


Thr 


Asp 


Thr 






180 










185 










190 






Gin 


He 


Asn 
195 


Gin 


Leu 


Leu 


Leu 


Phe 
200 


Ala 


Leu 


Cys 


Ser 


Phe 
205 


He 


Gin 


Thr 


Ser 


Thr 
210 


Phe 


Val 


Val 


He 


Phe 
215 


He 


Ser 


Tyr 


Phe 


Cys 
220 


He 


Leu 


He 


Thr 


Val 


Leu 


Ser 


He 


Lys 


Ser 


Ser 


Gly Gly 


Arg 


Ser 


Lys 


Thr 


Phe 


Ser 


Thr 


225 










230 










235 










240 


Cys 


Ala 


Ser 


His 


Leu 


He 


Ala 


Val 


Thr 


Leu 


Phe 


Tyr 


Gly Ala 


Leu 


Leu 








245 










250 










255 




Phe 


Met 


Tyr 


Leu 


Gin 


Pro 


Thr 


Thr 


Ser 


Tyr 


Ser 


Leu 


Asp 


Thr 


Asp 


Lys 






260 










265 










270 






Val 


Val 


Ala 
275 


Val 


Phe 


Tyr 


Thr 


Val 
280 


Val 


Phe 


Pro 


Met 


Phe 
285 


Asn 


Pro 


He 


He 


Tyr 


Ser 


Phe 


Arg Asn 


Lys 


Asp 


Val 


Lys 


Asn 


Ala 


Leu 


Lys 


Lys 


Leu 




290 










295 










300 










Leu 


Glu 


Arg 


He 


Gly 


Tyr 


Ser 


Asn 


Glu 


Trp 


Tyr 


Leu 










305 










310 










315 













<210> 1646 
<211> 314 
<212> PRT 

<213> Unknown (H38g563 protein) 
<220> 

<223> Synthetic construct 
<221> VARIANT 
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